SEQUENCE LISTING^^^ ^ " "-^-^ 1 6 AUG 2006 

<110> Onichtchouk, Daria 

<120> Use of Secreted Protein Products for Preventing and Treating 
Pancreatic Diseases And/Or Obesity And/Or Metabolic Syndrome 

<130> 2923-769 

<150> PCT/EP2 00 5/001711 
<151> 2005-02-18 

<150> EP 04 003 914.1 
<151> 2004-02-20 

<160> 61 

<170> Patentln version 3.3 

<210> 1 

<211> 19 

<212> DNA 

<213> Mus musculus 

<400> 1 

cggacagcat cagccttga 19 



<210> 2 

<211> 20 

<212> DNA 

<213> Mus musculus 

<400> 2 

ccgcgatgaa ggagatgaga 20 



<210> 3 

<211> 19 

<212> DNA 

<213> Mus musculus 

<400> 3 

ctgcgcaaac ccgacggca 19 



<210> 4 

<211> 19 

<212> DNA 

<213> Mus musculus 

<400> 4 

gttgttcgcc atgccaaga 19 



1 



<210> 5 

<211> 22 

<212> DNA 

<213> Mus musculus 

<400> 5 

caaaagcttg tggagtcagg ct 22 



<210> 6 

<211> 31 

<212> DNA 

<213> Mus musculus 

<400> 6 

acaccaacgc catgttcaag aataactacc c 31 



<210> 7 

<211> 18 

<212> DNA 

<2 13> Mus musculus 

<400> 7 

ggtacaacct ggcggtgg 18 



<210> 8 

<211> 23 

<212> DNA 

<213> Mus musculus 

<400> 8 

gctcacgctc atcttgtcct taa 23 



<210> 9 

<211> 18 

<212> DNA 

<213> Mus musculus 

<400> 9 

tgcccgtggc tgagccgc 18 



<210> 10 

<211> 1285 

<212> DNA 

<213> Mus musculus 



<220> 

<221> CDS 

<222> (514) . . (1131) 

<223> SF01, cDNA: NM_026161, Protein: NP_080437 



2 



<400> 10 

ggtggtcccc actcgtcgcc ggctaaaccc ccgccacccc tggaggcccg gtcaagccgc 60 

agcgcgggcg accagtgtgt agcccggcgt cctcaccgag caggatagcc ggctgggacc 120 

gaagccgacc cgcccgccac cagccaggtg ccatgctgct gctcttgctg ggcttcctag 180 

gcccggcggc ctgctgggca ctgggcccgg ctggccctgg ctcctcggag ctgcggtcag 240 

ccttctcggc ggctcgcacc accccgctgg agggcacgtc ggagatggcg gtgaccttcg 300 

acaaggtgta cgtgaacatc gggggtgact tcgacgcagc caccgggcgg ttccgctgtc 360 

gcgtgccggg cgcctacttc ttctccttca cggccggcaa ggcccgcaca agagcctgtc 420 

ggtgatgctg gtgcgcaacc gcgacgaggt gcaggcgctg gctttcgacg agcagcgacg 480 

gccaggcgcg cggcgcgcgc cagccagagc gcc atg ctg cag etc gac tac ggc 534 

Met Leu Gin Leu Asp Tyr Gly 
1 5 

gac acg gtg tgg ctg egg ctg cac ggc get ccg cag tac gcg etc ggc 582 
Asp Thr Val Trp Leu Arg Leu His Gly Ala Pro Gin Tyr Ala Leu Gly 
10 15 20 

gcg ccg ggc gcc ace ttc age ggc tac ctg gtg tac gcg gac gcc gac 630 
Ala Pro Gly Ala Thr Phe Ser Gly Tyr Leu Val Tyr Ala Asp Ala Asp 
25 30 35 

gcc gac gcg cct gcg cgc ggc ccc gcg gcc ccg gag ccg cgc teg gcc 678 
Ala Asp Ala Pro Ala Arg Gly Pro Ala Ala Pro Glu Pro Arg Ser Ala 
40 45 50 55 

ttc tec gcg gcg cgc acg cgc age ctg gtg ggc teg gac gcc gcc ccc 726 
Phe Ser Ala Ala Arg Thr Arg Ser Leu Val Gly Ser Asp Ala Ala Pro 

60 65 70 

ggc ccg cgc cac egg ccg ttg gcc ttc gac ace gag ctg gta aac ata 774 
Gly Pro Arg His Arg Pro Leu Ala Phe Asp Thr Glu Leu Val Asn lie 
75 80 85 

ggt ggc gac ttc gac gcg gcg gcc ggc gtg ttc cgc tgc cgc ctg ccg 822 
Gly Gly Asp Phe Asp Ala Ala Ala Gly Val Phe Arg Cys Arg Leu Pro 
90 95 100 

gga gcc tat ttc ttc tec ttc acg ctg ggc aag ctg ccg cgc aag acg 870 
Gly Ala Tyr Phe Phe Ser Phe Thr Leu Gly Lys Leu Pro Arg Lys Thr 
105 110 115 

ctg teg gtg aag ctg atg aag aac cgc gac gag gtg cag gcc atg att 918 
Leu Ser Val Lys Leu Met Lys Asn Arg Asp Glu Val Gin Ala Met lie 
120 125 130 135 

tac gac gac ggc get teg agg cgc cgt gag atg cag agt cag age gtg 966 



3 



Tyr Asp Asp Gly Ala Ser Arg Arg Arg Glu Met Gin Ser Gin Ser Val 

140 145 150 



agg ctg ccg ctg egg cgc ggc gac gec gtc tgg eta ctt age cac gat 1014 
Arg Leu Pro Leu Arg Arg Gly Asp Ala Val Trp Leu Leu Ser His Asp 
155 160 165 

cac gat ggc tat ggc gec tac age aac cac ggc aag tac ate act ttc 1062 
His Asp Gly Tyr Gly Ala Tyr Ser Asn His Gly Lys Tyr lie Thr Phe 
170 175 180 

tea ggc ttc ctg gtg tac cct gac etc gee gee gee ggc ccg ccg gec 1110 
Ser Gly Phe Leu Val Tyr Pro Asp Leu Ala Ala Ala Gly Pro Pro Ala 
185 190 195 

etc aag ccc cca gag etc tga gcctctgctt ggaggagece gggagagccg 1161 
Leu Lys Pro Pro Glu Leu 
200 205 

tggggcatgc atgccgagcc gggaccgegg cccgaacgcc ccaccggtcc gagcatgact 1221 

gcctgctcag cacgcctgga ctctgccaat aaagtggggc tgcctgtcag ccttatggtc 1281 

ctgc 1285 

<210> 11 

<211> 205 

<212> PRT 

<213> Mus musculus 

<400> 11 

Met Leu Gin Leu Asp Tyr Gly Asp Thr Val Trp Leu Arg Leu His Gly 
1 5 10 15 



Ala Pro Gin Tyr Ala Leu Gly Ala Pro Gly Ala Thr Phe Ser Gly Tyr 
20 25 30 



Leu Val Tyr Ala Asp Ala Asp Ala Asp Ala Pro Ala Arg Gly Pro Ala 
35 40 45 



Ala Pro Glu Pro Arg Ser Ala Phe Ser Ala Ala Arg Thr Arg Ser Leu 
50 55 60 



Val Gly Ser Asp Ala Ala Pro Gly Pro Arg His Arg Pro Leu Ala Phe 
65 70 75 80 



Asp Thr Glu Leu Val Asn lie Gly Gly Asp Phe Asp Ala Ala Ala Gly 

85 90 95 
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Val Phe Arg Cys Arg Leu Pro Gly Ala Tyr Phe Phe Ser Phe Thr Leu 
100 105 110 



Gly Lys Leu Pro Arg Lys Thr Leu Ser Val Lys Leu Met Lys Asn Arg 
115 120 125 



Asp Glu Val Gin Ala Met lie Tyr Asp Asp Gly Ala Ser Arg Arg Arg 
130 135 140 



Glu Met Gin Ser Gin Ser Val Arg Leu Pro Leu Arg Arg Gly Asp Ala 
145 150 155 160 



Val Trp Leu Leu Ser His Asp His Asp Gly Tyr Gly Ala Tyr Ser Asn 

165 170 "* 175 



His Gly Lys Tyr lie Thr Phe Ser Gly Phe Leu Val Tyr Pro Asp Leu 
180 185 190 



Ala Ala Ala Gly Pro Pro Ala Leu Lys Pro Pro Glu Leu 
195 200 205 



<210> 12 

<211> 1393 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (225) . . (1211) 

<223> SF01, cDNA: NM_031909, Protein: NP_114115 
<400> 12 

gaattcggca cgaggcgccc ggcccctggc cccagcaccc tgtccgctgc cgcctcagag 60 

ccgggaaaag cagccggagc ccccgccgcc cctgccgcag cgcgggcggt cagcgcgcag 120 

cccggcaccc gcagcctgca gcctgcagcc cgcagcccgc agcccggagc cagatcgcgg 180 

gctcagaccg aacccgactc gaccgccgcc cccagccagg cgcc atg ctg ccg ctt 236 

Met Leu Pro Leu 
1 

ctg ctg ggc ctg ctg ggc cca gcg gcc tgc tgg gcc ctg ggc ccg acc 284 
Leu Leu Gly Leu Leu Gly Pro Ala Ala Cys Trp Ala Leu Gly Pro Thr 
5 10 15 20 



5 



ccc ggc ccg 
Pro Gly Pro 



acc acc ccc 
Thr Thr Pro 



gtg tac gtg 
Val Tyr Val 
55 

cgc tgc cgc 
Arg Cys Arg 
70 

gcc ccg cac 
Ala Pro His 
85 

gtg cag gcg 
Val Gin Ala 



gca gcc age 
Ala Ala Ser 



tgg ctg egg 
Trp Leu Arg 
135 

gcc acc ttc 
Ala Thr Phe 
150 

cct gcg cgc 
Pro Ala Arg 
165 

gcg gcg cgc 
Ala Ala Arg 



egg cac caa 
Arg His Gin 



gac ttc gac 
Asp Phe Asp 
215 

tac ttc ttc 
Tyr Phe Phe 



gga tec tct 
Gly Ser Ser 
25 

ctg gag ggc 
Leu Glu Gly 
40 

aac ate ggg 
Asn lie Gly 



gtg ccc ggc 
Val Pro Gly 



aag age ctg 
Lys Ser Leu 
90 

ctg gcc ttc 
Leu Ala Phe 
105 

cag age gcc 
Gin Ser Ala 
120 

ctg cat ggc 
Leu His Gly 



age ggc tac 
Ser Gly Tyr 



ggg ccg ccc 
Gly Pro Pro 
170 

acg cgc age 
Thr Arg Ser 
185 

cca etc gcc 
Pro Leu Ala 
200 

gcg gcg gcc 
Ala Ala Ala 



tec ttc acg 
Ser Phe Thr 



gag ctg cgc 
Glu Leu Arg 



acg teg gag 
Thr Ser Glu 
45 

ggc gac ttc 
Gly Asp Phe 
60 

gcc tac ttc 
Ala Tyr Phe 
75 

teg gtg atg 
Ser Val Met 



gac gag cag 
Asp Glu Gin 



atg ctg cag 
Met Leu Gin 
125 

gcc ccg cac 
Ala Pro His 
140 

eta gtc tac 
Leu Val Tyr 
155 

gcg ccc ccc 
Ala Pro Pro 



ttg gtg ggc 
Leu Val Gly 



ttc gac acc 
Phe Asp Thr 
205 

ggc gtg ttc 
Gly Val Phe 
220 

ctg ggc aag 
Leu Gly Lys 



teg gcc ttc 
Ser Ala Phe 
30 

atg gcg gtg 
Met Ala Val 



gat gtg gcc 
Asp Val Ala 



ttc tec ttc 
Phe Ser Phe 
80 

ctg gtg cga 
Leu Val Arg 
95 

egg egg cca 
Arg Arg Pro 
110 

etc gac tac 
Leu Asp Tyr 



tac gcg eta 
Tyr Ala Leu 



gcc gac gcc 
Ala Asp Ala 
160 

gag ccg cgc 
Glu Pro Arg 
175 

teg gac get 
Ser Asp Ala 
190 

gag ttc gtc 
Glu Phe Val 



cgc tgc cgt 
Arg Cys Arg 



ctg ccg cgt 
Leu Pro Arg 



teg gcg gca 
Ser Ala Ala 
35 

acc ttc gac 
Thr Phe Asp 
50 

acc ggc cag 
Thr Gly Gin 
65 

acg get ggc 
Thr Ala Gly 



aac cgc gac 
Asn Arg Asp 



ggc gcg egg 
Gly Ala Arg 
115 

ggc gac aca 
Gly Asp Thr 
130 

ggc gcg ccc 
Gly Ala Pro 
145 

gac get gac 
Asp Ala Asp 



teg gcc ttc 
Ser Ala Phe 



ggc ccc ggg 
Gly Pro Gly 
195 

aac att ggc 
Asn lie Gly 
210 

ctg ccc ggc 
Leu Pro Gly 

225 

aag acg ctg 
Lys Thr Leu 



cgc 332 
Arg 



aag 380 
Lys 



ttt 428 
Phe 



aag 476 
Lys 



gag 524 

Glu 

100 

cgc 572 
Arg 



gtg 620 
Val 



ggc 668 
Gly 



gcg 716 
Ala 



teg 764 

Ser 

180 

ccg 812 
Pro 



ggc 860 
Gly 



gcc 908 
Ala 



teg 956 
Ser 



230 235 240 

gtt aag ctg atg aag aac cgc gac gag gtg cag gcc atg att tac gac 1004 
Val Lys Leu Met Lys Asn Arg Asp Glu Val Gin Ala Met lie Tyr Asp 
245 250 255 260 

gac ggc gcg teg egg cgc cgc gag atg cag age cag age gtg atg ctg 1052 
Asp Gly Ala Ser Arg Arg Arg Glu Met Gin Ser Gin Ser Val Met Leu 

265 270 275 

gcc ctg egg cgc ggc gac gcc gtc tgg ctg etc age cac gac cac gac 1100 
Ala Leu Arg Arg Gly Asp Ala Val Trp Leu Leu Ser His Asp His Asp 
280 285 290 

ggc tac ggc gcc tac age aac cac ggc aag tac ate acc ttc tec ggc 1148 
Gly Tyr Gly Ala Tyr Ser Asn His Gly Lys Tyr lie Thr Phe Ser Gly 
295 300 " " 305 

ttc ctg gtg tac ccc gac etc gcc ccc gcc gcc ccg ccg ggc etc ggg 1196 
Phe Leu Val Tyr Pro Asp Leu Ala Pro Ala Ala Pro Pro Gly Leu Gly 
310 315 320 

gcc teg gag eta ctg tgagccccgg gecagagaag agecegggag ggecagggge 1251 

Ala Ser Glu Leu Leu 

325 

gtgeatgeca ggccgggccc gaggctcgaa agtcccgcgc gagcgccacg gcctccgggc 1311 

gcgcctggac tetgecaata aagcggaaag cgggcacgcg cagcgcccgg cagcccaggc 1371 

aaaaaaaaaa aaaaaaaaaa aa 1393 



<210> 13 

<211> 329 

<212> PRT 

<213> Homo sapiens 

<400> 13 

Met Leu Pro Leu Leu Leu Gly Leu Leu Gly Pro Ala Ala Cys Trp Ala 
15 10 15 



Leu Gly Pro Thr Pro Gly Pro Gly Ser Ser Glu Leu Arg Ser Ala Phe 
20 25 30 



Ser Ala Ala Arg Thr Thr Pro Leu Glu Gly Thr Ser Glu Met Ala Val 
35 40 45 



Thr Phe Asp Lys Val Tyr Val Asn lie Gly Gly Asp Phe Asp Val Ala 
50 55 60 
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Thr Gly Gin Phe Arg Cys Arg Val Pro Gly Ala Tyr Phe Phe Ser Phe 
65 70 75 80 



Thr Ala Gly Lys Ala Pro His Lys Ser Leu Ser Val Met Leu Val Arg 

85 90 95 



Asn Arg Asp Glu Val Gin Ala Leu Ala Phe Asp Glu Gin Arg Arg Pro 
100 105 110 



Gly Ala Arg Arg Ala Ala Ser Gin Ser Ala Met Leu Gin Leu Asp Tyr 
115 120 125 



Gly Asp Thr Val Trp Leu Arg Leu His Gly Ala Pro His Tyr Ala Leu 
130 135 140 



Gly Ala Pro Gly Ala Thr Phe Ser Gly Tyr Leu Val Tyr Ala Asp Ala 
145 150 155 160 



Asp Ala Asp Ala Pro Ala Arg Gly Pro Pro Ala Pro Pro Glu Pro Arg 

165 170 175 



Ser Ala Phe Ser Ala Ala Arg Thr Arg Ser Leu Val Gly Ser Asp Ala 
180 185 190 



Gly Pro Gly Pro Arg His Gin Pro Leu Ala Phe Asp Thr Glu Phe Val 
195 200 205 



Asn lie Gly Gly Asp Phe Asp Ala Ala Ala Gly Val Phe Arg Cys Arg 
210 215 220 



Leu Pro Gly Ala Tyr Phe Phe Ser Phe Thr Leu Gly Lys Leu Pro Arg 
225 230 235 240 



Lys Thr Leu Ser Val Lys Leu Met Lys Asn Arg Asp Glu Val Gin Ala 
245 250 255 



Met lie Tyr Asp Asp Gly Ala Ser Arg Arg Arg Glu Met Gin Ser Gin 
260 265 270 



Ser Val Met Leu Ala Leu Arg Arg Gly Asp Ala Val Trp Leu Leu Ser 
275 280 285 
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His Asp His Asp Gly Tyr Gly Ala Tyr Ser Asn His Gly Lys Tyr lie 
290 295 300 



Thr Phe Ser Gly Phe Leu Val Tyr Pro Asp Leu Ala Pro Ala Ala Pro 
305 310 315 320 



Pro Gly Leu Gly Ala Ser Glu Leu Leu 

325 



<210> 14 

<211> 2388 

<212> DNA 

<213> Mus musculus 



<220> 

<221> CDS 

<222> (244) . . (1089) 

<223> SF02, cDNA: NM_178644, Protein: NP_848759 
<400> 14 

ggagtccgga gctcaggaat cggggcggct aggggacacg cacggggggc gccgtccggg 60 
actcggggtg cgtggctgta cgcggcccac gtgaattcgc tgcacgtcgt ggggaacctc 120 
cgggttgagt ctcccctcta gaagtagggg actgccggga atccccgaac cggaccccca 180 
acttcgagca aactttgtag gcgcgtctcc cctcccccac gcggcgcgcc gggggccccg 240 



ggg atg egg ccc cct ggc tgc cgc gac gtc ccc teg gcg cgc ccc gcg 
Met Arg Pro Pro Gly Cys Arg Asp Val Pro Ser Ala Arg Pro Ala 
15 10 15 



age gac gcg gac age ate age ctt gat ctg cgc aaa ccc gac ggc act 
Ser Asp Ala Asp Ser lie Ser Leu Asp Leu Arg Lys Pro Asp Gly Thr 
65 70 75 



288 



ctg ccg ctg ctg ctg ctg ctg ctg teg ccg ctg ctg ctt ggg gcg ctg 336 
Leu Pro Leu Leu Leu Leu Leu Leu Ser Pro Leu Leu Leu Gly Ala Leu 
20 25 30 

cac ggc gtg ggc gcg ggc age ggc get ccg gee gag ctg egg gtc cga 384 
His Gly Val Gly Ala Gly Ser Gly Ala Pro Ala Glu Leu Arg Val Arg 
35 40 45 

gtg aga ctg ccc gac age cag gtg ate gag gag agt eta cag gcg gac 432 
Val Arg Leu Pro Asp Ser Gin Val lie Glu Glu Ser Leu Gin Ala Asp 
50 55 60 



480 



etc ate tec ttc ate gcg gat ttc aag aag gac gtg aag ate ttc cga 528 
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Leu lie Ser Phe lie Ala Asp Phe Lys Lys Asp Val Lys lie Phe Arg 
80 85 90 95 

gcc ctg ate etc ggg gag ctg gag aag ggg cag agt cag ttc cag gca 576 
Ala Leu lie Leu Gly Glu Leu Glu Lys Gly Gin Ser Gin Phe Gin Ala 

100 105 110 

ctt tgc ttt gtc aca agg ctg cac cac aat gac ate ate ccc agt gag 624 
Leu Cys Phe Val Thr Arg Leu His His Asn Asp lie lie Pro Ser Glu 
115 120 125 

gcc atg gcc aag etc egg cag aaa aac ccc cgc gca gtg egg cag get 672 
Ala Met Ala Lys Leu Arg Gin Lys Asn Pro Arg Ala Val Arg Gin Ala 
130 135 140 

gag gaa gtg agg ggt ctg gaa cag tta cat atg gat ate get gtt aac 720 
Glu Glu Val Arg Gly Leu Glu Gin Leu His Met Asp lie Ala Val Asn 
145 150 155 

ttc age cag ggg ggc ctg ctg agt ccc cat etc cac aac gta tgt get 768 
Phe Ser Gin Gly Gly Leu Leu Ser Pro His Leu His Asn Val Cys Ala 
160 ~ 165 170 175 

gag gcc aca gat gcc ate tac acc cgc cag gag gat gtc cag ttc tgg 816 
Glu Ala Thr Asp Ala lie Tyr Thr Arg Gin Glu Asp Val Gin Phe Trp 

180 185 190 

aca gag cga ggt gtg gac agt tct gtt ttc gag get ctg ccc aag gca 864 
Thr Glu Arg Gly Val Asp Ser Ser Val Phe Glu Ala Leu Pro Lys Ala 
195 200 205 

tta gaa cag gcg gaa tta cct cgt tgt gga cga gtt ggg gat cga gga 912 
Leu Glu Gin Ala Glu Leu Pro Arg Cys Gly Arg Val Gly Asp Arg Gly 
210 215 220 

aag ccc tgt act tgc cac tac agt ctg age ctg gcc tgg tac cca tgc 960 
Lys Pro Cys Thr Cys His Tyr Ser Leu Ser Leu Ala Trp Tyr Pro Cys 
225 230 235 

atg etc aag tat tgc cac agt cgt gat egg cca gcg ccc tac aag tgt 1008 
Met Leu Lys Tyr Cys His Ser Arg Asp Arg Pro Ala Pro Tyr Lys Cys 
240 245 250 255 

ggc ate cga age tgc agg aaa age tac acc ttt gac ttc tat gta cct 1056 
Gly lie Arg Ser Cys Arg Lys Ser Tyr Thr Phe Asp Phe Tyr Val Pro 
260 265 ~ 270 

cag aag caa ctg tgc etc tgg gat gag gac ccc taacaacagg agacagagga 1109 
Gin Lys Gin Leu Cys Leu Trp Asp Glu Asp Pro 
275 280 

ecaagaaegg atacttgggc ctgeaaatte ttcgctgacc accagagagc gtggcaaccc 1169 

aatcaggtct taggtctctt cctgagccgc tggccctgaa gccacaacct catctgeatg 1229 
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actgtgaaag ggtgtcaccg caaccttgag gcagccctga tgcccacctg tgcccatctt 1289 

gaggcattgg ggggtggggg ggggaggcag ttctccagac ggataccctc ccctcttcct 1349 

ttcacctgaa atgtcccgcg aaggtggaat caaaatgcac cggcctaggc ctttatggaa 1409 

cttgttccgg aggcatggcc ctgtagcaca ctatctcacc agcaagggaa ccagagaggg 1469 

acagctgggg actcgtgccc cagctcctgt gtctggttac agtgccttct ctctaccctg 1529 

ggggcaatgg ggagtaggga tgctgcctcc aagaccaccg cgtgtgcctt tcctgagacc 1589 

caatttggat acttcagcgg gcaccgattc ttcctgcccc tggactgatg tactttggtc 1649 

aggttctggg gcagggaggg agcatgaagt acaaggaaaa cttgaattcc agatttttaa 1709 

tgcaaaatat ttatcatttg taccagaaat aaaagtcttt taagttttca ctcaccctat 1769 

ggcgccagct taggctttcg gagagaactt tgtcccgtgc tgccacctag tgtcagaaat 1829 

gtgccttaca tggttagtgc cagtctgggc aaagcaactt ctaaaggtcc tattgtgtga 1889 

tctgtgagag gctctgtgct taagatgatg gaacaaggga gctgggaagg actcagtagt 1949 

taagagcacg tgctgctttt ttacagagga cccaagttcg attccttaca tccgcttcca 2009 

gtgtggggag tgtcacggac acctgtaaca tcaacataat ggagatcggc caccttttat 2069 

ggcctccaag tgctctaaca catataataa aattaaatta atttaaaatt aaaaactagg 2129 

gacttcagga tggctcagtg attaagaaca ctggctgctc ttccagagat cccatgttcc 2189 

atgctcaaga cccacatggt aaatctgatg ccctcttctg gcttgcaaga ggccttgtac 2249 

gtggagctca tacatgcaag caaaacacca gtggaaacac aagtaagtta tataaatgat 2309 

gaggcaagga ccgaagacat agctcattta tagcgaattt gctcaggatg ggcaaggcca 2369 

tggtcctaat gtcctgccc 2388 

<210> 15 

<211> 282 

<212> PRT 

<213> Mus musculus 

<400> 15 

Met Arg Pro Pro Gly Cys Arg Asp Val Pro Ser Ala Arg Pro Ala Leu 



Pro Leu Leu Leu Leu Leu Leu Ser Pro Leu Leu Leu Gly Ala Leu His 
20 25 30 

11 



Gly Val Gly Ala Gly Ser Gly Ala Pro Ala Glu Leu Arg Val Arg Val 
35 4 0 4 5 



Arg Leu Pro Asp Ser Gin Val lie Glu Glu Ser Leu Gin Ala Asp Ser 
50 55 60 



Asp Ala Asp Ser lie Ser Leu Asp Leu Arg Lys Pro Asp Gly Thr Leu 
65 70 75 80 



lie Ser Phe lie Ala Asp Phe Lys Lys Asp Val Lys lie Phe Arg Ala 
85 90 95 



Leu lie Leu Gly Glu Leu Glu Lys Gly Gin Ser Gin Phe Gin Ala Leu 
100 105 110 



Cys Phe Val Thr Arg Leu His His Asn Asp lie lie Pro Ser Glu Ala 
115 120 125 



Met Ala Lys Leu Arg Gin Lys Asn Pro Arg Ala Val Arg Gin Ala Glu 
130 135 140 



Glu Val Arg Gly Leu Glu Gin Leu His Met Asp lie Ala Val Asn Phe 
145 150 155 160 



Ser Gin Gly Gly Leu Leu Ser Pro His Leu His Asn Val Cys Ala Glu 
165 170 175 



Ala Thr Asp Ala lie Tyr Thr Arg Gin Glu Asp Val Gin Phe Trp Thr 
180 185 190 



Glu Arg Gly Val Asp Ser Ser Val Phe Glu Ala Leu Pro Lys Ala Leu 
195 200 205 



Glu Gin Ala Glu Leu Pro Arg Cys Gly Arg Val Gly Asp Arg Gly Lys 
210 215 220 



Pro Cys Thr Cys His Tyr Ser Leu Ser Leu Ala Trp Tyr Pro Cys Met 
225 230 235 240 



Leu Lys Tyr Cys His Ser Arg Asp Arg Pro Ala Pro Tyr Lys Cys Gly 
245 250 255 
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lie Arg Ser Cys Arg Lys Ser Tyr Thr Phe Asp Phe Tyr Val Pro Gin 
2 60 ^ 2 65 27 0 



Lys Gin Leu Cys Leu Trp Asp Glu Asp Pro 
275 280 



<210> 16 
<211> 1957 



<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (242) . . (1060) 

<223> SF02, cDNA: NM_178507, Protein: NP_848602 
<400> 16 

cccggggccg cggagccggg ccggggcagc gccgtctccg cctcggggcc gccgggggcg 

ccctgctgag cgctacccac gtgcgtccgc gccacctcgc gggcgacccc gcggccaagg 

cccccggcgg agcggctccc gggcgccccg aactagcccc caactttggg cgaagtttgc 

ctgcgcctct ccccgccccc acgcggcgcg ccggggccgc ggacggcagc ggcccccggg 

g atg cgc ctt ccc ggg gta ccc ctg gcg cgc cct gcg ctg ctg ctg ctg 
Met Arg Leu Pro Gly Val Pro Leu Ala Arg Pro Ala Leu Leu Leu Leu 
1 5 10 15 

ctg ccg ctg etc gcg ccg ctg ctg gga acg ggt gcg ccg gec gag ctg 
Leu Pro Leu Leu Ala Pro Leu Leu Gly Thr Gly Ala Pro Ala Glu Leu 
20 25 30 

egg gtc cgc gtg egg ctg ccg gac ggc cag gtg acc gag gag age ctg 
Arg Val Arg Val Arg Leu Pro Asp Gly Gin Val Thr Glu Glu Ser Leu 
35 40 45 

cag gcg gac age gac gcg gac age ate age etc gag ctg cgc aag ccc 
Gin Ala Asp Ser Asp Ala Asp Ser lie Ser Leu Glu Leu Arg Lys Pro 
50 55 60 

gac ggc acc etc gtc tec ttc acc gec gac ttc aag aag gat gtg aag 
Asp Gly Thr Leu Val Ser Phe Thr Ala Asp Phe Lys Lys Asp Val Lys 
65 70 75 80 

gtc ttc egg gec ctg ate ctg ggg gag ctg gag aag ggg cag agt cag 
Val Phe Arg Ala Leu lie Leu Gly Glu Leu Glu Lys Gly Gin Ser Gin 
85 90 95 

ttc cag gec etc tgc ttt gtc acc cag ctg cag cac aat gag ate ate 
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Phe Gin Ala Leu Cys Phe Val Thr Gin Leu Gin His Asn Glu lie lie 
100 105 110 



ccc agt gag gcc atg gcc aag etc egg cag aaa aat ccc egg gca gtg 625 
Pro Ser Glu Ala Met Ala Lys Leu Arg Gin Lys Asn Pro Arg Ala Val 
115 120 125 

egg cag gcg gag gag gtt egg ggt ctg gag cat ctg cac atg gat gtc 673 
Arg Gin Ala Glu Glu Val Arg Gly Leu Glu His Leu His Met Asp Val 
130 135 140 

get gtc aac ttc age cag ggg gcc ctg ctg age ccc cat etc cac aac 721 
Ala Val Asn Phe Ser Gin Gly Ala Leu Leu Ser Pro His Leu His Asn 
145 150 155 160 

gtg tgt gcc gag gcc gtg gat gcc ate tac acc cgc cag gag gat gtc 769 
Val Cys Ala Glu Ala Val Asp Ala lie Tyr Thr Arg Gin Glu Asp Val 

165 170 175 

egg ttc tgg ctg gag caa ggt gtg gac agt tct gtg ttc gag get ctg 817 
Arg Phe Trp Leu Glu Gin Gly Val Asp Ser Ser Val Phe Glu Ala Leu 
180 185 190 

ccc aag gcc tea gag cag gcg gag ctg cct cgc tgc agg cag gtg ggg 865 
Pro Lys Ala Ser Glu Gin Ala Glu Leu Pro Arg Cys Arg Gin Val Gly 
195 200 205 

gac cac ggg aag ccc tgc gtc tgc cgc tat ggc ctg age ctg gcc tgg 913 
Asp His Gly Lys Pro Cys Val Cys Arg Tyr Gly Leu Ser Leu Ala Trp 
210 215 220 

tac ccc tgc atg etc aag tac tgc cac age cgc gac egg ccc acg ccc 961 
Tyr Pro Cys Met Leu Lys Tyr Cys His Ser Arg Asp Arg Pro Thr Pro 
225 230 235 240 

tac aag tgt ggc ate cgc age tgc cag aag age tac age ttc gac ttc 1009 
Tyr Lys Cys Gly lie Arg Ser Cys Gin Lys Ser Tyr Ser Phe Asp Phe 
245 250 255 

tac gtg ccc cag agg cag ctg tgt etc tgg gat gag gat ccc tac cca 1057 
Tyr Val Pro Gin Arg Gin Leu Cys Leu Trp Asp Glu Asp Pro Tyr Pro 
260 265 270 

ggc tagggtggga gcaacctggc gggtggctgc tctgggccca ctgctcttca 1110 
Gly 

ccagccacta gagggggtgg caacccccac ctgaggcett atttccctcc ctccccactc 1170 

ccctggccct agagcctggg cccctctggc cccatctcac atgactgtga agggggtgtg 1230 

gcatggcagg gggtctcatg aaggcacccc cattcccacc ctgtgccttc ettgegggea 1290 

gagagggaga gaagggctcc ccagatctac acccctccct cctgcatctc ccctggagtg 1350 
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ttcacttgca agctgccaaa acatgatggc ctctggttgt tctgttgaac tccttgaacg 1410 

tttagaccct aaaaggagtc tatacctgga cacccacctc cccagacaca actcccttcc 1470 

ccatgcacac atctggaagg agctggcccc tcagtccctt cctactcccc aacaaggggc 1530 

tcactatccc caaagaagga gctgttgggg acccacgacg cagcccctgt actggattac 1590 

agcatattct catctctggc cccgaggctg cctgtggggc gagtggagac ctcccatcac 1650 

tgagacagat cacagaccac gagtgccttt cccggacctg gacgttgcct ccagagcagg 1710 

caccagctct ttccctctct acacagaaat atttttgtaa ggttctgggg cagggaggga 1770 

gcatgaagta cgaggaaaac ttgaattcca gatttttagt gcaaagtatt tatcatttct 1830 

accagaaata aacgttttaa gtttttactt gaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 1890 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 1950 

aaaaaaa 1957 



<210> 17 

<211> 273 

<212> PRT 

<213> Homo sapiens 

<400> 17 

Met Arg Leu Pro Gly Val Pro Leu Ala Arg Pro Ala Leu Leu Leu Leu 
15 10 15 



Leu Pro Leu Leu Ala Pro Leu Leu Gly Thr Gly Ala Pro Ala Glu Leu 
20 25 30 



Arg Val Arg Val Arg Leu Pro Asp Gly Gin Val Thr Glu Glu Ser Leu 
35 40 45 



Gin Ala Asp Ser Asp Ala Asp Ser lie Ser Leu Glu Leu Arg Lys Pro 
50 55 60 



Asp Gly Thr Leu Val Ser Phe Thr Ala Asp Phe Lys Lys Asp Val Lys 
65 70 75 80 



Val Phe Arg Ala Leu lie Leu Gly Glu Leu Glu Lys Gly Gin Ser Gin 
85 90 95 



Phe Gin Ala Leu Cys Phe Val Thr Gin Leu Gin His Asn Glu lie lie 
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100 



105 



110 



Pro Ser Glu Ala Met Ala Lys Leu Arg Gin Lys Asn Pro Arg Ala Val 
115 120 125 



Arg Gin Ala Glu Glu Val Arg Gly Leu Glu His Leu His Met Asp Val 
130 135 140 



Ala Val Asn Phe Ser Gin Gly Ala Leu Leu Ser Pro His Leu His Asn 
145 150 155 160 



Val Cys Ala Glu Ala Val Asp Ala lie Tyr Thr Arg Gin Glu Asp Val 

165 170 175 



Arg Phe Trp Leu Glu Gin Gly Val Asp Ser Ser Val Phe Glu Ala Leu 
180 185 190 



Pro Lys Ala Ser Glu Gin Ala Glu Leu Pro Arg Cys Arg Gin Val Gly 
195 200 205 



Asp His Gly Lys Pro Cys Val Cys Arg Tyr Gly Leu Ser Leu Ala Trp 
210 215 220 



Tyr Pro Cys Met Leu Lys Tyr Cys His Ser Arg Asp Arg Pro Thr Pro 
225 230 235 240 



Tyr Lys Cys Gly lie Arg Ser Cys Gin Lys Ser Tyr Ser Phe Asp Phe 
24 5 250 2 55 



Tyr Val Pro Gin Arg Gin Leu Cys Leu Trp Asp Glu Asp Pro Tyr Pro 
260 265 270 



Gly 



<210> 18 

<211> 2312 

<212> DNA 

<213> Mus musculus 



<220> 

<221> CDS 
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<222> (118) . . (1854) 

<223> SF03, cDNA: NM_016697, Protein: NP_057906 
<400> 18 

ctgggtagcg gctcctctct tgctctgtcg ggctactgcc agacttgctg agtctcggga 60 

ccgctccggc tcttattgcc actctctcgt gctctcctcg ctcccccaag aagcagg 117 

atg gcc ggg acc gtg cgc acc gcg tgc ttg ctg gtg gcg atg ctg eta 165 
Met Ala Gly Thr Val Arg Thr Ala Cys Leu Leu Val Ala Met Leu Leu 
1 ~ 5 10 15 

ggc ttg ggc tgc ctg gga cag gcg cag ccc ccg ccg cct cca gac gcc 213 
Gly Leu Gly Cys Leu Gly Gin Ala Gin Pro Pro Pro Pro Pro Asp Ala 
20 25 30 

acc tgt cac cag gtc cgt tct ttc ttc cag aga ctg cag ccc gga etc 261 
Thr Cys His Gin Val Arg Ser Phe Phe Gin Arg Leu Gin Pro Gly Leu 
35 40 45 

aaa tgg gtt cca gaa acc cct gta cca gga tea gat ttg caa gta tgt 309 
Lys Trp Val Pro Glu Thr Pro Val Pro Gly Ser Asp Leu Gin Val Cys 
50 55 60 

etc ccc aag ggc cca aca tgc tgc tea aga aag atg gaa gaa aaa tac 357 
Leu Pro Lys Gly Pro Thr Cys Cys Ser Arg Lys Met Glu Glu Lys Tyr 
65 70 75 80 

caa eta aca gca egg ctg aac atg gaa caa ctg etc cag tct gcg agt 405 
Gin Leu Thr Ala Arg Leu Asn Met Glu Gin Leu Leu Gin Ser Ala Ser 
85 90 95 

atg gaa etc aag ttc tta att att cag aat get gcg gtt ttc caa gag 453 
Met Glu Leu Lys Phe Leu lie lie Gin Asn Ala Ala Val Phe Gin Glu 
100 105 110 

gcc ttt gaa att gtt gtt cgc cat gcc aag aac tac acc aac gcc atg 501 
Ala Phe Glu lie Val Val Arg His Ala Lys Asn Tyr Thr Asn Ala Met 
115 120 125 

ttc aag aat aac tac ccc age ctg act cca caa get ttt gag ttt gtc 549 
Phe Lys Asn Asn Tyr Pro Ser Leu Thr Pro Gin Ala Phe Glu Phe Val 
130 " 135 140 



ggt gaa ttt ttc aca gat gtg tct etc tac ate ttg ggt tct gat ate 
Gly Glu Phe Phe Thr Asp Val Ser Leu Tyr lie Leu Gly Ser Asp lie 
145 150 155 160 



597 



aac gtg gat gat atg gtc aat gaa ttg ttc gac age etc ttt cca gtc 645 
Asn Val Asp Asp Met Val Asn Glu Leu Phe Asp Ser Leu Phe Pro Val 
165 170 175 

ate tac acc cag atg atg aac cca ggc ctg cct gag tea gtc tta gac 693 
lie Tyr Thr Gin Met Met Asn Pro Gly Leu Pro Glu Ser Val Leu Asp 
180 185 190 
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ate aac gag tgc etc cga gga gca aga cgt gac ctg aaa gta ttt ggc 741 
lie Asn Glu Cys Leu Arg Gly Ala Arg Arg Asp Leu Lys Val Phe Gly 
195 200 205 

agt ttc ccc aag ctt att atg acc cag gtt tec aag tea ctg caa gtc 789 
Ser Phe Pro Lys Leu lie Met Thr Gin Val Ser Lys Ser Leu Gin Val 
210 215 220 

act cga ate ttc ctt caa gec ctg aat etc gga att gaa gtc ate aac 837 
Thr Arg lie Phe Leu Gin Ala Leu Asn Leu Gly lie Glu Val lie Asn 
225 230 235 240 

act acc gac cac etc aag ttt agt aag gac tgt ggc cgt atg etc acc 885 
Thr Thr Asp His Leu Lys Phe Ser Lys Asp Cys Gly Arg Met Leu Thr 
245 250 255 

cga atg tgg tat tgc tct tac tgc cag gga ctg atg atg gtt aag cct 933 
Arg Met Trp Tyr Cys Ser Tyr Cys Gin Gly Leu Met Met Val Lys Pro 
2 60 2 65 270 

tgc ggt ggt tat tgc aat gtg gtc atg caa ggc tgt atg get ggt gtg 981 
Cys Gly Gly Tyr Cys Asn Val Val Met Gin Gly Cys Met Ala Gly Val 
275 280 285 

gtg gag ate gac aag tac tgg aga gaa tac att ctg tct ctt gaa gag 1029 
Val Glu lie Asp Lys Tyr Trp Arg Glu Tyr lie Leu Ser Leu Glu Glu 
290 295 300 

etc gtg aat ggc atg tac aga ate tac gac atg gag aat gtg ctg etc 1077 
Leu Val Asn Gly Met Tyr Arg lie Tyr Asp Met Glu Asn Val Leu Leu 
305 310 ~ 315 320 

ggc etc ttt tct acc ate cat gat tec ate cag tat gtg cag aag aac 1125 
Gly Leu Phe Ser Thr lie His Asp Ser lie Gin Tyr Val Gin Lys Asn 
325 330 335 

gga ggc aag ctg acc acc acc att ggc aag ttg tgt gee cac tec cag 1173 
Gly Gly Lys Leu Thr Thr Thr lie Gly Lys Leu Cys Ala His Ser Gin 
340 345 350 

caa cgc caa tat aga tct get tat tac cct gaa gat ctg ttt att gac 1221 
Gin Arg Gin Tyr Arg Ser Ala Tyr Tyr Pro Glu Asp Leu Phe lie Asp 
355 360 365 

aag aag ata tta aaa gtc get cat gtc gaa cat gaa gaa acc tta tec 1269 
Lys Lys lie Leu Lys Val Ala His Val Glu His Glu Glu Thr Leu Ser 
370 375 380 

age cga aga agg gaa ctg att cag aaa ctg aag tct ttc ate aac ttc 1317 
Ser Arg Arg Arg Glu Leu lie Gin Lys Leu Lys Ser Phe lie Asn Phe 
385 390 395 400 

tat age get ttg ccg ggc tac ate tgc age cat age ccc gtg gee gaa 1365 
Tyr Ser Ala Leu Pro Gly Tyr lie Cys Ser His Ser Pro Val Ala Glu 
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405 410 415 

aat gat acc ctg tgc tgg aac gga caa gaa ctt gtg gag aga tac age 1413 
Asn Asp Thr Leu Cys Trp Asn Gly Gin Glu Leu Val Glu Arg Tyr Ser 
420 425 430 

cag aag gcg gca agg aac ggg atg aag aat cag ttt aac etc cat gag 1461 
Gin Lys Ala Ala Arg Asn Gly Met Lys Asn Gin Phe Asn Leu His Glu 
4 35 440 4 45 

ctg aaa atg aag ggc cct gag ccg gtg gtt age cag ate att gac aaa 1509 
Leu Lys Met Lys Gly Pro Glu Pro Val Val Ser Gin lie lie Asp Lys 
4 50 4 55 4 60 

ctg aag cac att aac cag etc ctg aga acc atg tct gtg ccc aag ggt 1557 
Leu Lys His lie Asn Gin Leu Leu Arg Thr Met Ser Val Pro Lys Gly 
465 470 475 480 

aaa gtt ctg gat aaa age ctg gat gaa gaa gga ctt gaa agt gga gac 1605 
Lys Val Leu Asp Lys Ser Leu Asp Glu Glu Gly Leu Glu Ser Gly Asp 
485 490 495 

tgc ggt gat gat gaa gat gaa tgc att gga age tct ggt gac ggg atg 1653 
Cys Gly Asp Asp Glu Asp Glu Cys lie Gly Ser Ser Gly Asp Gly Met 
500 505 510 

gtg aaa gtg aag aat caa ctg cgc ttc ctt gca gaa ctg gee tat gat 1701 
Val Lys Val Lys Asn Gin Leu Arg Phe Leu Ala Glu Leu Ala Tyr Asp 
515 520 525 

ctg gat gtg gac gat get ccg ggg aac aag cag cat gga aat cag aag 1749 
Leu Asp Val Asp Asp Ala Pro Gly Asn Lys Gin His Gly Asn Gin Lys 
530 535 540 

gac aac gag ate acc acc tct cac age gtg ggg aac atg ccg tec cca 1797 
Asp Asn Glu lie Thr Thr Ser His Ser Val Gly Asn Met Pro Ser Pro 
545 550 555 560 



ctg aag ate etc ate agt gtg gee ate tat gtg gcg tgc ttt ttt ttc 
Leu Lys lie Leu lie Ser Val Ala lie Tyr Val Ala Cys Phe Phe Phe 
565 570 575 



1845 



ctg gtg cac tgacttgeca gcgtccagtg cctgtgctgc cctgcagcac 1894 
Leu Val His 

ctgtggtccc tacagaaagg gagccacctt cttttttttt tctttttttt ttttttttta 1954 

tettttatge ctcctcccac caccattaag taggagacta accgcgtgtt atgttttcga 2014 

aaatcaaatg gtatctttat gaggatggta aattttagtg gtaggataga ttgtcttttt 2074 

gcaaagaaaa aaaaaacctt caagttgtgc caaattattt tcttacattt gactgttgga 2134 

acatggttgt catgtttccc tcttttctct ttctctgeat ggatttcttt gacaaaaaaa 2194 
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aaataaataa 
aaaaaaaaaa 



acattcaaat aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaa 



2254 
2312 



<210> 19 

<211> 579 

<212> PRT 

<213> Mus musculus 

<400> 19 

Met Ala Gly Thr Val Arg Thr Ala Cys Leu Leu Val Ala Met Leu Leu 
15 10 15 



Gly Leu Gly Cys Leu Gly Gin Ala Gin Pro Pro Pro Pro Pro Asp Ala 
20 25 30 



Thr Cys His Gin Val Arg Ser Phe Phe Gin Arg Leu Gin Pro Gly Leu 
35 40 45 



Lys Trp Val Pro Glu Thr Pro Val Pro Gly Ser Asp Leu Gin Val Cys 
50 55 60 



Leu Pro Lys Gly Pro Thr Cys Cys Ser Arg Lys Met Glu Glu Lys Tyr 
65 7 0 7 5 8 0 



Gin Leu Thr Ala Arg Leu Asn Met Glu Gin Leu Leu Gin Ser Ala Ser 
85 90 95 



Met Glu Leu Lys Phe Leu lie lie Gin Asn Ala Ala Val Phe Gin Glu 
100 105 110 



Ala Phe Glu lie Val Val Arg His Ala Lys Asn Tyr Thr Asn Ala Met 
115 120 125 



Phe Lys Asn Asn Tyr Pro Ser Leu Thr Pro Gin Ala Phe Glu Phe Val 
130 135 140 



Gly Glu Phe Phe Thr Asp Val Ser Leu Tyr He Leu Gly Ser Asp He 
145 150 155 160 



Asn Val Asp Asp Met Val Asn Glu Leu Phe Asp Ser Leu Phe Pro Val 

165 170 175 
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lie Tyr Thr Gin Met Met Asn Pro Gly Leu Pro Glu Ser Val Leu Asp 
180 185 190 



lie Asn Glu Cys Leu Arg Gly Ala Arg Arg Asp Leu Lys Val Phe Gly 
195 200 205 



Ser Phe Pro Lys Leu lie Met Thr Gin Val Ser Lys Ser Leu Gin Val 
210 J 215 220 



Thr Arg lie Phe Leu Gin Ala Leu Asn Leu Gly lie Glu Val lie Asn 
225 230 235 240 



Thr Thr Asp His Leu Lys Phe Ser Lys Asp Cys Gly Arg Met Leu Thr 
245 250 255 



Arg Met Trp Tyr Cys Ser Tyr Cys Gin Gly Leu Met Met Val Lys Pro 
260 265 270 



Cys Gly Gly Tyr Cys Asn Val Val Met Gin Gly Cys Met Ala Gly Val 
275 ' " 280 285 



Val Glu lie Asp Lys Tyr Trp Arg Glu Tyr lie Leu Ser Leu Glu Glu 
290 295 300 



Leu Val Asn Gly Met Tyr Arg lie Tyr Asp Met Glu Asn Val Leu Leu 
305 ~ 310 315 320 



Gly Leu Phe Ser Thr lie His Asp Ser lie Gin Tyr Val Gin Lys Asn 
325 330 335 



Gly Gly Lys Leu Thr Thr Thr lie Gly Lys Leu Cys Ala His Ser Gin 
340 345 350 



Gin Arg Gin Tyr Arg Ser Ala Tyr Tyr Pro Glu Asp Leu Phe lie Asp 
355 360 365 



Lys Lys He Leu Lys Val Ala His Val Glu His Glu Glu Thr Leu Ser 
370 375 380 



Ser Arg Arg Arg Glu Leu He Gin Lys Leu Lys Ser Phe He Asn Phe 
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385 



390 



395 



400 



Tyr Ser Ala Leu Pro Gly Tyr lie Cys Ser His Ser Pro Val Ala Glu 
405 410 415 



Asn Asp Thr Leu Cys Trp Asn Gly Gin Glu Leu Val Glu Arg Tyr Ser 
420 425 430 



Gin Lys Ala Ala Arg Asn Gly Met Lys Asn Gin Phe Asn Leu His Glu 
4 35 4 40 4 45 



Leu Lys Met Lys Gly Pro Glu Pro Val Val Ser Gin lie lie Asp Lys 
450 " ~ 455 460 



Leu Lys His lie Asn Gin Leu Leu Arg Thr Met Ser Val Pro Lys Gly 
465 470 475 480 



Lys Val Leu Asp Lys Ser Leu Asp Glu Glu Gly Leu Glu Ser Gly Asp 
485 490 495 



Cys Gly Asp Asp Glu Asp Glu Cys lie Gly Ser Ser Gly Asp Gly Met 
500 505 510 



Val Lys Val Lys Asn Gin Leu Arg Phe Leu Ala Glu Leu Ala Tyr Asp 
515 520 525 



Leu Asp Val Asp Asp Ala Pro Gly Asn Lys Gin His Gly Asn Gin Lys 
530 535 540 



Asp Asn Glu lie Thr Thr Ser His Ser Val Gly Asn Met Pro Ser Pro 
545 550 555 560 



Leu Lys lie Leu lie Ser Val Ala lie Tyr Val Ala Cys Phe Phe Phe 
565 570 575 



Leu Val His 



<210> 20 

<211> 2382 

<212> DNA 

<213> Homo sapiens 
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<220> 

<221> CDS 

<222> (191) . . (1930) 

<223> SF03, cDNA: NM__004484, Protein: NP_004475 
<400> 20 

ccctgccccg cgccgccaag cggttcccgc cctcgcccag cgcccaggta gctgcgagga 60 

aacttttgca gcggctgggt agcagcacgt ctcttgctcc tcagggccac tgccaggctt 120 

gccgagtcct gggactgctc tcgctccggc tgccactctc ccgcgctctc ctagctccct 180 

gcgaagcagg atg gcc ggg acc gtg cgc acc gcg tgc ttg gtg gtg gcg 229 
Met Ala Gly Thr Val Arg Thr Ala Cys Leu Val Val Ala 
15 10 

atg ctg etc age ttg gac ttc ccg gga cag gcg cag ccc ccg ccg ccg 277 
Met Leu Leu Ser Leu Asp Phe Pro Gly Gin Ala Gin Pro Pro Pro Pro 
15 20 25 

ccg ccg gac gcc acc tgt cac caa gtc cgc tec ttc ttc cag aga ctg 325 
Pro Pro Asp Ala Thr Cys His Gin Val Arg Ser Phe Phe Gin Arg Leu 
30 35 40 45 

cag ccc gga etc aag tgg gtg cca gaa act ccc gtg cca gga tea gat 373 
Gin Pro Gly Leu Lys Trp Val Pro Glu Thr Pro Val Pro Gly Ser Asp 
50 55 60 

ttg caa gta tgt etc cct aag ggc cca aca tgc tgc tea aga aag atg 421 
Leu Gin Val Cys Leu Pro Lys Gly Pro Thr Cys Cys Ser Arg Lys Met 
65 70 75 



gaa gaa aaa tac caa eta aca gca cga ttg aac atg gaa cag ctg ctt 
Glu Glu Lys Tyr Gin Leu Thr Ala Arg Leu Asn Met Glu Gin Leu Leu 
80 85 90 



469 



cag tct gca agt atg gag etc aag ttc tta att att cag aat get gcg 517 
Gin Ser Ala Ser Met Glu Leu Lys Phe Leu lie lie Gin Asn Ala Ala 
95 100 105 

gtt ttc caa gag gcc ttt gaa att gtt gtt cgc cat gcc aag aac tac 565 
Val Phe Gin Glu Ala Phe Glu lie Val Val Arg His Ala Lys Asn Tyr 
110 115 120 125 

acc aat gcc atg ttc aag aac aac tac cca age ctg act cca caa get 613 
Thr Asn Ala Met Phe Lys Asn Asn Tyr Pro Ser Leu Thr Pro Gin Ala 
130 135 140 

ttt gag ttt gtg ggt gaa ttt ttc aca gat gtg tct etc tac ate ttg 661 
Phe Glu Phe Val Gly Glu Phe Phe Thr Asp Val Ser Leu Tyr lie Leu 
145 150 155 

ggt tct gac ate aat gta gat gac atg gtc aat gaa ttg ttt gac age 709 
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Gly Ser Asp lie Asn Val Asp Asp Met Val Asn Glu Leu Phe Asp Ser 
160 165 170 



ctg ttt cca gtc ate tat acc cag eta atg aac cca ggc ctg cct gat 
Leu Phe Pro Val lie Tyr Thr Gin Leu Met Asn Pro Gly Leu Pro Asp 
175 180 185 

tea gee ttg gac ate aat gag tgc etc cga gga gca aga cgt gac ctg 
Ser Ala Leu Asp lie Asn Glu Cys Leu Arg Gly Ala Arg Arg Asp Leu 
190 195 200 205 

aaa gta ttt ggg aat ttc ccc aag ctt att atg acc cag gtt tec aag 
Lys Val Phe Gly Asn Phe Pro Lys Leu lie Met Thr Gin Val Ser Lys 
210 215 220 

tea ctg caa gtc act agg ate ttc ctt cag get ctg aat ctt gga att 
Ser Leu Gin Val Thr Arg lie Phe Leu Gin Ala Leu Asn Leu Gly lie 
225 230 235 

gaa gtg ate aac aca act gat cac ctg aag ttc agt aag gac tgt ggc 
Glu Val He Asn Thr Thr Asp His Leu Lys Phe Ser Lys Asp Cys Gly 
240 245 250 

cga atg etc acc aga atg tgg tac tgc tct tac tgc cag gga ctg atg 
Arg Met Leu Thr Arg Met Trp Tyr Cys Ser Tyr Cys Gin Gly Leu Met 
255 260 265 

atg gtt aaa ccc tgt ggc ggt tac tgc aat gtg gtc atg caa ggc tgt 
Met Val Lys Pro Cys Gly Gly Tyr Cys Asn Val Val Met Gin Gly Cys 
270 275 280 285 

atg gca ggt gtg gtg gag att gac aag tac tgg aga gaa tac att ctg 
Met Ala Gly Val Val Glu He Asp Lys Tyr Trp Arg Glu Tyr He Leu 
290 295 300 

tec ctt gaa gaa ctt gtg aat ggc atg tac aga ate tat gac atg gag 
Ser Leu Glu Glu Leu Val Asn Gly Met Tyr Arg He Tyr Asp Met Glu 
305 310 315 

aac gta ctg ctt ggt etc ttt tea aca ate cat gat tct ate cag tat 
Asn Val Leu Leu Gly Leu Phe Ser Thr He His Asp Ser He Gin Tyr 
320 325 330 

gtc cag aag aat gca gga aag ctg acc acc act att ggc aag tta tgt 
Val Gin Lys Asn Ala Gly Lys Leu Thr Thr Thr He Gly Lys Leu Cys 
335 340 345 

gee cat tct caa caa cgc caa tat aga tct get tat tat cct gaa gat 
Ala His Ser Gin Gin Arg Gin Tyr Arg Ser Ala Tyr Tyr Pro Glu Asp 
350 355 360 365 

etc ttt att gac aag aaa gta tta aaa gtt get cat gta gaa cat gaa 
Leu Phe lie Asp Lys Lys Val Leu Lys Val Ala His Val Glu His Glu 
370 375 380 
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gaa acc tta tec age cga aga agg gaa eta att cag aag ttg aag tct 
Glu Thr Leu Ser Ser Arg Arg Arg Glu Leu lie Gin Lys Leu Lys Ser 
385 390 395 

ttc ate age ttc tat agt get ttg cct ggc tac ate tgc age cat age 
Phe lie Ser Phe Tyr Ser Ala Leu Pro Gly Tyr lie Cys Ser His Ser 
400 405 410 

cct gtg gcg gaa aac gac acc ctt tgc tgg aat gga caa gaa etc gtg 
Pro Val Ala Glu Asn Asp Thr Leu Cys Trp Asn Gly Gin Glu Leu Val 
415 420 425 

gag aga tac age caa aag gca gca agg aat gga atg aaa aac cag ttc 
Glu Arg Tyr Ser Gin Lys Ala Ala Arg Asn Gly Met Lys Asn Gin Phe 
430 435 440 445 

aat etc cat gag ctg aaa atg aag ggc cct gag cca gtg gtc agt caa 
Asn Leu His Glu Leu Lys Met Lys Gly Pro Glu Pro Val Val Ser Gin 

450 455 460 

att att gac aaa ctg aag cac att aac cag etc ctg aga acc atg tct 
lie lie Asp Lys Leu Lys His lie Asn Gin Leu Leu Arg Thr Met Ser 
465 470 475 

atg ccc aaa ggt aga gtt ctg gat aaa aac ctg gat gag gaa ggg ttt 
Met Pro Lys Gly Arg Val Leu Asp Lys Asn Leu Asp Glu Glu Gly Phe 
480 485 490 

gaa agt gga gac tgc ggt gat gat gaa gat gag tgc att gga ggc tct 
Glu Ser Gly Asp Cys Gly Asp Asp Glu Asp Glu Cys He Gly Gly Ser 
495 500 505 

ggt gat gga atg ata aaa gtg aag aat cag etc cgc ttc ctt gca gaa 
Gly Asp Gly Met He Lys Val Lys Asn Gin Leu Arg Phe Leu Ala Glu 
510 ~ 515 520 525 

ctg gec tat gat ctg gat gtg gat gat gcg cct gga aac agt cag cag 
Leu Ala Tyr Asp Leu Asp Val Asp Asp Ala Pro Gly Asn Ser Gin Gin 
530 535 540 

gca act ccg aag gac aac gag ata age acc ttt cac aac etc ggg aac 
Ala Thr Pro Lys Asp Asn Glu He Ser Thr Phe His Asn Leu Gly Asn 
545 550 555 

gtt cat tec ccg ctg aag ctt etc acc age atg gee ate teg gtg gtg 
Val His Ser Pro Leu Lys Leu Leu Thr Ser Met Ala He Ser Val Val 
560 565 570 

tgc ttc ttc ttc ctg gtg cac tgactgcctg gtgcccagca catgtgctgc 
Cys Phe Phe Phe Leu Val His 
57 5 58 0 

cctacagcac cctgtggtct tcctcgataa agggaaccac tttcttattt ttttctattt 

tttttttttt gttatcctgt atacctcctc cagecatgaa gtagaggact aaccatgtgt 
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tatgttttcg aaaatcaaat ggtatctttt ggaggaagat acattttagt ggtagcatat 2140 

agattgtcct tttgcaaaga aagaaaaaaa accatcaagt tgtgccaaat tattctccta 2200 

tgtttggctg ctagaacatg gttaccatgt ctttctctct cactccctcc ctttctatcg 2260 

ttctctcttt gcatggattt ctttgaaaaa aaataaattg ctcaaataaa aaaaaaaaaa 2320 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 2380 



aa 



<210> 21 

<211> 580 

<212> PRT 

<213> Homo sapiens 

<400> 21 



Met Ala Gly Thr Val Arg Thr Ala Cys Leu Val Val Ala Met Leu Leu 
1 5 10 15 



Ser Leu Asp Phe Pro Gly Gin Ala Gin Pro Pro Pro Pro Pro Pro Asp 
20 25 30 



Ala Thr Cys His Gin Val Arg Ser Phe Phe Gin Arg Leu Gin Pro Gly 
35 40 45 



Leu Lys Trp Val Pro Glu Thr Pro Val Pro Gly Ser Asp Leu Gin Val 
50 ' 55 60 



Cys Leu Pro Lys Gly Pro Thr Cys Cys Ser Arg Lys Met Glu Glu Lys 
65 1 ~ 70 75 80 



Tyr Gin Leu Thr Ala Arg Leu Asn Met Glu Gin Leu Leu Gin Ser Ala 
85 90 95 



Ser Met Glu Leu Lys Phe Leu lie lie Gin Asn Ala Ala Val Phe Gin 
100 105 110 



Glu Ala Phe Glu lie Val Val Arg His Ala Lys Asn Tyr Thr Asn Ala 
115 120 125 



Met Phe Lys Asn Asn Tyr Pro Ser Leu Thr Pro Gin Ala Phe Glu Phe 
130 135 140 



2382 
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Val Gly Glu Phe Phe Thr Asp Val Ser Leu Tyr lie Leu Gly Ser Asp 
145 150 155 160 



lie Asn Val Asp Asp Met Val Asn Glu Leu Phe Asp Ser Leu Phe Pro 
165 170 175 



Val lie Tyr Thr Gin Leu Met Asn Pro Gly Leu Pro Asp Ser Ala Leu 
180 185 190 



Asp lie Asn Glu Cys Leu Arg Gly Ala Arg Arg Asp Leu Lys Val Phe 
195 200 205 



Gly Asn Phe Pro Lys Leu lie Met Thr Gin Val Ser Lys Ser Leu Gin 
210 215 220 



Val Thr Arg lie Phe Leu Gin Ala Leu Asn Leu Gly lie Glu Val lie 
225 230 235 240 



Asn Thr Thr Asp His Leu Lys Phe Ser Lys Asp Cys Gly Arg Met Leu 
245 250 255 



Thr Arg Met Trp Tyr Cys Ser Tyr Cys Gin Gly Leu Met Met Val Lys 
260 ~ 265 270 



Pro Cys Gly Gly Tyr Cys Asn Val Val Met Gin Gly Cys Met Ala Gly 
275 280 285 



Val Val Glu lie Asp Lys Tyr Trp Arg Glu Tyr lie Leu Ser Leu Glu 
290 295 300 



Glu Leu Val Asn Gly Met Tyr Arg lie Tyr Asp Met Glu Asn Val Leu 
305 " 310 315 320 



Leu Gly Leu Phe Ser Thr lie His Asp Ser lie Gin Tyr Val Gin Lys 
325 330 335 



Asn Ala Gly Lys Leu Thr Thr Thr lie Gly Lys Leu Cys Ala His Ser 
340 345 350 



Gin Gin Arg Gin Tyr Arg Ser Ala Tyr Tyr Pro Glu Asp Leu Phe lie 
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355 



360 



365 



Asp Lys Lys Val Leu Lys Val Ala His Val Glu His Glu Glu Thr Leu 
370 375 380 



Ser Ser Arg Arg Arg Glu Leu lie Gin Lys Leu Lys Ser Phe lie Ser 
385 390 395 400 



Phe Tyr Ser Ala Leu Pro Gly Tyr lie Cys Ser His Ser Pro Val Ala 
405 410 415 



Glu Asn Asp Thr Leu Cys Trp Asn Gly Gin Glu Leu Val Glu Arg Tyr 
420 425 430 



Ser Gin Lys Ala Ala Arg Asn Gly Met Lys Asn Gin Phe Asn Leu His 
435 440 445 



Glu Leu Lys Met Lys Gly Pro Glu Pro Val Val Ser Gin lie lie Asp 
450 455 460 



Lys Leu Lys His lie Asn Gin Leu Leu Arg Thr Met Ser Met Pro Lys 
465 "* 470 475 480 



Gly Arg Val Leu Asp Lys Asn Leu Asp Glu Glu Gly Phe Glu Ser Gly 
485 490 495 



Asp Cys Gly Asp Asp Glu Asp Glu Cys lie Gly Gly Ser Gly Asp Gly 
500 505 510 



Met lie Lys Val Lys Asn Gin Leu Arg Phe Leu Ala Glu Leu Ala Tyr 
515 520 525 



Asp Leu Asp Val Asp Asp Ala Pro Gly Asn Ser Gin Gin Ala Thr Pro 
530 535 540 



Lys Asp Asn Glu lie Ser Thr Phe His Asn Leu Gly Asn Val His Ser 
545 550 555 560 



Pro Leu Lys Leu Leu Thr Ser Met Ala lie Ser Val Val Cys Phe Phe 
565 570 575 



28 



Phe Leu Val His 
580 



<210> 22 

<211> 1234 

<212> DNA 

<213> Mus musculus 



<220> 

<221> CDS 



<222> (89) . . (1135) 

<223> SF04, cDNA: NM_007443, Protein: NP_031469 
<400> 22 

gagtttgtag ctgccactgc cggggaagta atccctgctc ccacactgaa ctgtgagaga 60 

gacatcaaag accaaagacc acagagcc atg cag ggt etc agg acc ctg ttc 112 

Met Gin Gly Leu Arg Thr Leu Phe 
1 5 

ctg ctg ctg act gec tgc etc get teg agg get gac cct gcg tea aca 160 
Leu Leu Leu Thr Ala Cys Leu Ala Ser Arg Ala Asp Pro Ala Ser Thr 
10 15 20 

ctg cca gat ate cag gtt cag gag aac ttc agt gag tec egg ate tat 208 
Leu Pro Asp lie Gin Val Gin Glu Asn Phe Ser Glu Ser Arg lie Tyr 
25 30 35 40 

gga aaa tgg tac aac ctg gcg gtg gga tec acc tgc ccg tgg ctg age 256 
Gly Lys Trp Tyr Asn Leu Ala Val Gly Ser Thr Cys Pro Trp Leu Ser 
4 5 50 55 

cgc att aag gac aag atg age gtg age acg ctg gtg ctg cag gag ggg 304 
Arg lie Lys Asp Lys Met Ser Val Ser Thr Leu Val Leu Gin Glu Gly 
60 65 70 

gcg aca gaa aca gag ate age atg acc agt act cga tgg egg aga ggt 352 
Ala Thr Glu Thr Glu lie Ser Met Thr Ser Thr Arg Trp Arg Arg Gly 
75 80 85 

gtc tgt gag gag ate act ggg gcg tac cag aag acg gac ate gat gga 400 
Val Cys Glu Glu lie Thr Gly Ala Tyr Gin Lys Thr Asp lie Asp Gly 
90 95 100 

aag ttc etc tac cac aaa tec aaa tgg aac ata acc ttg gaa tec tat 448 
Lys Phe Leu Tyr His Lys Ser Lys Trp Asn lie Thr Leu Glu Ser Tyr 
105 110 115 120 

gtg gtc cac acc aac tat gac gaa tat gee att ttc ctt acc aag aag 496 
Val Val His Thr Asn Tyr Asp Glu Tyr Ala lie Phe Leu Thr Lys Lys 

125 130 135 

tec age cac cac cac ggg etc acc ate act gee aag etc tat ggt egg 544 
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Ser Ser His His His Gly Leu Thr lie Thr Ala Lys Leu Tyr Gly Arg 
140 145 150 

gag cca cag ctg agg gac age ctt ctg cag gag ttc aag gat gtg gec 592 
Glu Pro Gin Leu Arg Asp Ser Leu Leu Gin Glu Phe Lys Asp Val Ala 
155 160 165 

ctg aat gtg ggc ate tct gag aac tec ate att ttt atg cct gac aga 640 
Leu Asn Val Gly lie Ser Glu Asn Ser lie lie Phe Met Pro Asp Arg 
170 175 180 

ggg gaa tgt gtc cct ggg gat egg gag gtg gag ccc aca tea att gee 688 
Gly Glu Cys Val Pro Gly Asp Arg Glu Val Glu Pro Thr Ser lie Ala 
185 190 195 200 

aga gee egg egg gca gtg ctg ccc caa gag agt gag ggg tea ggg act 736 
Arg Ala Arg Arg Ala Val Leu Pro Gin Glu Ser Glu Gly Ser Gly Thr 
205 210 215 

gag cca eta ata act ggg ace etc aag aaa gaa gac tec tgc cag etc 784 
Glu Pro Leu lie Thr Gly Thr Leu Lys Lys Glu Asp Ser Cys Gin Leu 
220 225 230 

aat tac tea gaa ggc ccc tgc eta ggg atg caa gag agg tat tac tac 832 
Asn Tyr Ser Glu Gly Pro Cys Leu Gly Met Gin Glu Arg Tyr Tyr Tyr 
235 240 245 

aac ggc get tec atg gee tgc gag ace ttt caa tat ggg ggt tgc eta 880 
Asn Gly Ala Ser Met Ala Cys Glu Thr Phe Gin Tyr Gly Gly Cys Leu 
250 255 260 

ggc aac ggc aac aac ttc ate tct gag aag gac tgt ctg cag aca tgt 928 
Gly Asn Gly Asn Asn Phe lie Ser Glu Lys Asp Cys Leu Gin Thr Cys 
265 270 275 280 

egg acc ata gcg gee tgc aat etc ccc ata gtc caa ggc ccc tgc cga 976 
Arg Thr lie Ala Ala Cys Asn Leu Pro lie Val Gin Gly Pro Cys Arg 
28 5 2 90 2 95 

gee ttc ata aag etc tgg gca ttt gat gca gca caa ggg aag tgc ate 1024 
Ala Phe lie Lys Leu Trp Ala Phe Asp Ala Ala Gin Gly Lys Cys lie 
300 305 310 

caa ttc cac tac ggg ggc tgc aaa ggc aac ggc aac aaa ttc tac tct 1072 
Gin Phe His Tyr Gly Gly Cys Lys Gly Asn Gly Asn Lys Phe Tyr Ser 
315 320 325 

gag aag gaa tgc aaa gag tac tgt gga gtc cct ggt gat ggg tac gag 1120 
Glu Lys Glu Cys Lys Glu Tyr Cys Gly Val Pro Gly Asp Gly Tyr Glu 
330 335 340 

gaa eta ata cgc agt tgaaggtgcc agtctgcaag ccagagggta gccactgttt 1175 

Glu Leu lie Arg Ser 

345 
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gtcacagcgc agtccagctt agatgatctg gacccaaata aaacaagttg tcacttcct 1234 



<210> 23 

<211> 349 

<212> PRT 

<213> Mus musculus 

<400> 23 

Met Gin Gly Leu Arg Thr Leu Phe Leu Leu Leu Thr Ala Cys Leu Ala 
15 10 15 



Ser Arg Ala Asp Pro Ala Ser Thr Leu Pro Asp lie Gin Val Gin Glu 
20 25 30 



Asn Phe Ser Glu Ser Arg lie Tyr Gly Lys Trp Tyr Asn Leu Ala Val 
35 40 45 



Gly Ser Thr Cys Pro Trp Leu Ser Arg lie Lys Asp Lys Met Ser Val 
50 55 60 



Ser Thr Leu Val Leu Gin Glu Gly Ala Thr Glu Thr Glu lie Ser Met 
65 70 75 80 



Thr Ser Thr Arg Trp Arg Arg Gly Val Cys Glu Glu lie Thr Gly Ala 

85 90 95 



Tyr Gin Lys Thr Asp lie Asp Gly Lys Phe Leu Tyr His Lys Ser Lys 
100 105 110 



Trp Asn lie Thr Leu Glu Ser Tyr Val Val His Thr Asn Tyr Asp Glu 
115 120 125 



Tyr Ala lie Phe Leu Thr Lys Lys Ser Ser His His His Gly Leu Thr 
130 135 140 



lie Thr Ala Lys Leu Tyr Gly Arg Glu Pro Gin Leu Arg Asp Ser Leu 
145 150 155 160 



Leu Gin Glu Phe Lys Asp Val Ala Leu Asn Val Gly lie Ser Glu Asn 

165 170 175 



Ser lie lie Phe Met Pro Asp Arg Gly Glu Cys Val Pro Gly Asp Arg 
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180 



185 



190 



Glu Val Glu Pro Thr Ser lie Ala Arg Ala Arg Arg Ala Val Leu Pro 
195 200 205 



Gin Glu Ser Glu Gly Ser Gly Thr Glu Pro Leu lie Thr Gly Thr Leu 
210 215 220 



Lys Lys Glu Asp Ser Cys Gin Leu Asn Tyr Ser Glu Gly Pro Cys Leu 
225 230 235 240 



Gly Met Gin Glu Arg Tyr Tyr Tyr Asn Gly Ala Ser Met Ala Cys Glu 
245 250 255 



Thr Phe Gin Tyr Gly Gly Cys Leu Gly Asn Gly Asn Asn Phe He Ser 
260 265 270 



Glu Lys Asp Cys Leu Gin Thr Cys Arg Thr He Ala Ala Cys Asn Leu 
275 280 285 



Pro He Val Gin Gly Pro Cys Arg Ala Phe He Lys Leu Trp Ala Phe 
290 295 300 



Asp Ala Ala Gin Gly Lys Cys He Gin Phe His Tyr Gly Gly Cys Lys 
305 310 315 320 



Gly Asn Gly Asn Lys Phe Tyr Ser Glu Lys Glu Cys Lys Glu Tyr Cys 
325 330 335 



Gly Val Pro Gly Asp Gly Tyr Glu Glu Leu He Arg Ser 
340 345 



<210> 24 

<211> 1413 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (227) . . (1282) 

<223> SF04, cDNA: NM_001633, Protein: NP_001624 

<400> 24 
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ccggcctctt ggtactgctg accccagcca ggctacaggg atcgattgga gctgtccttg 60 

gggctgtaat tggccccagc tgagcagggc aaacactgag gtcaactaca agccacaggc 120 

cccttcccca gcctcagttc acagctgccc tgttgcaggg aggcggtggc ccttctgttg 180 

ctagaccgag cctgtgggat ataccaaggc agaggagccc atagcc atg agg age 235 

Met Arg Ser 
1 

etc ggg gee ctg etc ttg ctg ctg age gee tgc ctg gcg gtg age get 283 
Leu Gly Ala Leu Leu Leu Leu Leu Ser Ala Cys Leu Ala Val Ser Ala 
5 ~ 10 15 

ggc cct gtg cca acg ccg ccc gac aac ate caa gtg cag gaa aac ttc 331 
Gly Pro Val Pro Thr Pro Pro Asp Asn lie Gin Val Gin Glu Asn Phe 
20 25 30 35 

aat ate tct egg ate tat ggg aag tgg tac aac ctg gee ate ggt tec 379 
Asn lie Ser Arg lie Tyr Gly Lys Trp Tyr Asn Leu Ala lie Gly Ser 

40 45 50 

ace tgc ccc tgg ctg aag aag ate atg gac agg atg aca gtg age acg 427 
Thr Cys Pro Trp Leu Lys Lys lie Met Asp Arg Met Thr Val Ser Thr 
55 60 65 

ctg gtg ctg gga gag ggc get aca gag gcg gag ate age atg ace age 475 
Leu Val Leu Gly Glu Gly Ala Thr Glu Ala Glu lie Ser Met Thr Ser 
70 75 80 

act cgt tgg egg aaa ggt gtc tgt gag gag acg tct gga get tat gag 523 
Thr Arg Trp Arg Lys Gly Val Cys Glu Glu Thr Ser Gly Ala Tyr Glu 
85 90 95 

aaa aca gat act gat ggg aag ttt etc tat cac aaa tec aaa tgg aac 571 
Lys Thr Asp Thr Asp Gly Lys Phe Leu Tyr His Lys Ser Lys Trp Asn 
100 105 110 115 

ata acc atg gag tec tat gtg gtc cac ace aac tat gat gag tat gee 619 
lie Thr Met Glu Ser Tyr Val Val His Thr Asn Tyr Asp Glu Tyr Ala 
120 125 130 

att ttc ctg acc aag aaa ttc age cgc cat cat gga ccc acc att act 667 
lie Phe Leu Thr Lys Lys Phe Ser Arg His His Gly Pro Thr lie Thr 
135 140 145 

gee aag etc tac ggg egg gcg ccg cag ctg agg gaa act etc ctg cag 715 
Ala Lys Leu Tyr Gly Arg Ala Pro Gin Leu Arg Glu Thr Leu Leu Gin 
150 155 160 

gac ttc aga gtg gtt gee cag ggt gtg ggc ate cct gag gac tec ate 763 
Asp Phe Arg Val Val Ala Gin Gly Val Gly lie Pro Glu Asp Ser lie 
165 170 175 

ttc acc atg get gac cga ggt gaa tgt gtc cct ggg gag cag gaa cca 811 



33 



Phe Thr Met Ala Asp Arg Gly Glu Cys Val Pro Gly Glu Gin Glu Pro 
180 185 190 195 

gag ccc ate tta ate ccg aga gtc egg agg get gtg eta ccc caa gaa 859 
Glu Pro lie Leu lie Pro Arg Val Arg Arg Ala Val Leu Pro Gin Glu 
200 205 210 

gag gaa gga tea ggg ggt ggg caa ctg gta act gaa gtc ace aag aaa 907 
Glu Glu Gly Ser Gly Gly Gly Gin Leu Val Thr Glu Val Thr Lys Lys 

215 220 225 

gaa gat tec tgc cag ctg ggc tac teg gee ggt ccc tgc atg gga atg 955 
Glu Asp Ser Cys Gin Leu Gly Tyr Ser Ala Gly Pro Cys Met Gly Met 
230 235 240 

acc age agg tat ttc tat aat ggt aca tec atg gec tgt gag act ttc 1003 
Thr Ser Arg Tyr Phe Tyr Asn Gly Thr Ser Met Ala Cys Glu Thr Phe 
245 250 255 

cag tac ggc ggc tgc atg ggc aac ggt aac aac ttc gtc aca gaa aag 1051 
Gin Tyr Gly Gly Cys Met Gly Asn Gly Asn Asn Phe Val Thr Glu Lys 
260 265 270 275 

gag tgt ctg cag acc tgc cga act gtg gcg gec tgc aat etc ccc ata 1099 
Glu Cys Leu Gin Thr Cys Arg Thr Val Ala Ala Cys Asn Leu Pro lie 
280 ' 285 290 

gtc egg ggc ccc tgc cga gee ttc ate cag etc tgg gca ttt gat get 1147 
Val Arg Gly Pro Cys Arg Ala Phe lie Gin Leu Trp Ala Phe Asp Ala 
295 300 305 

gtc aag ggg aag tgc gtc etc ttc ccc tac ggg ggc tgc cag ggc aac 1195 
Val Lys Gly Lys Cys Val Leu Phe Pro Tyr Gly Gly Cys Gin Gly Asn 
310 315 320 

ggg aac aag ttc tac tea gag aag gag tgc aga gag tac tgc ggt gtc 1243 
Gly Asn Lys Phe Tyr Ser Glu Lys Glu Cys Arg Glu Tyr Cys Gly Val 
325 ~ 330 335 

cct ggt gat ggt gat gag gag ctg ctg cgc ttc tec aac tgacaactgg 1292 
Pro Gly Asp Gly Asp Glu Glu Leu Leu Arg Phe Ser Asn 
340 345 350 

ccggtctgca agtcagagga tggccagtgt ctgtcccggg gtcctgtggc aggcagcgcc 1352 

aagcaacctg ggtccaaata aaaactaaat tgtaaactcc tgaaaaaaaa aaaaaaaaaa 1412 

a 1413 



<210> 25 

<211> 352 

<212> PRT 

<213> Homo sapiens 
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<400> 25 



Met Arg Ser Leu Gly Ala Leu Leu Leu Leu Leu Ser Ala Cys Leu Ala 
1 5 10 15 



Val Ser Ala Gly Pro Val Pro Thr Pro Pro Asp Asn lie Gin Val Gin 
20 25 30 



Glu Asn Phe Asn lie Ser Arg lie Tyr Gly Lys Trp Tyr Asn Leu Ala 
35 40 45 



lie Gly Ser Thr Cys Pro Trp Leu Lys Lys lie Met Asp Arg Met Thr 
50 55 60 



Val Ser Thr Leu Val Leu Gly Glu Gly Ala Thr Glu Ala Glu lie Ser 
65 70 75 80 



Met Thr Ser Thr Arg Trp Arg Lys Gly Val Cys Glu Glu Thr Ser Gly 
85 90 95 



Ala Tyr Glu Lys Thr Asp Thr Asp Gly Lys Phe Leu Tyr His Lys Ser 
100 105 110 



Lys Trp Asn lie Thr Met Glu Ser Tyr Val Val His Thr Asn Tyr Asp 
115 120 125 



Glu Tyr Ala lie Phe Leu Thr Lys Lys Phe Ser Arg His His Gly Pro 
130 135 140 



Thr lie Thr Ala Lys Leu Tyr Gly Arg Ala Pro Gin Leu Arg Glu Thr 
145 150 " 155 160 



Leu Leu Gin Asp Phe Arg Val Val Ala Gin Gly Val Gly lie Pro Glu 
165 170 175 



Asp Ser lie Phe Thr Met Ala Asp Arg Gly Glu Cys Val Pro Gly Glu 
180 185 190 



Gin Glu Pro Glu Pro lie Leu lie Pro Arg Val Arg Arg Ala Val Leu 
195 200 205 



Pro Gin Glu Glu Glu Gly Ser Gly Gly Gly Gin Leu Val Thr Glu Val 
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210 215 220 



Thr Lys Lys Glu Asp Ser Cys Gin Leu Gly Tyr Ser Ala Gly Pro Cys 
225 230 235 240 



Met Gly Met Thr Ser Arg Tyr Phe Tyr Asn Gly Thr Ser Met Ala Cys 
245 250 255 



Glu Thr Phe Gin Tyr Gly Gly Cys Met Gly Asn Gly Asn Asn Phe Val 
260 265 270 



Thr Glu Lys Glu Cys Leu Gin Thr Cys Arg Thr Val Ala Ala Cys Asn 
275 280 285 



Leu Pro lie Val Arg Gly Pro Cys Arg Ala Phe lie Gin Leu Trp Ala 
290 295 300 



Phe Asp Ala Val Lys Gly Lys Cys Val Leu Phe Pro Tyr Gly Gly Cys 
305 310 315 320 



Gin Gly Asn Gly Asn Lys Phe Tyr Ser Glu Lys Glu Cys Arg Glu Tyr 
325 330 335 



Cys Gly Val Pro Gly Asp Gly Asp Glu Glu Leu Leu Arg Phe Ser Asn 
340 ^ 345 350 



<210> 26 

<211> 2944 

<212> DNA 

<213> Mus musculus 



<220> 

<221> CDS 

<222> (98) . . (1327) 

<223> SF05, cDNA: NM_009250, Protein: NP_033276 
<400> 26 

cggcacgaga tccggagcag tctcagcctg cccagcatcc tctccagcat cccgagcggg 

gattgcaggt gtgaaggaga cttgaaacca tcccatc atg act tac ctt gaa ctg 

Met Thr Tyr Leu Glu Leu 
1 5 

ctt get ttg ctg gec ttg caa agt gtg gtg aca ggg gca acg ttc cca 
Leu Ala Leu Leu Ala Leu Gin Ser Val Val Thr Gly Ala Thr Phe Pro 
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10 



15 



20 



gat gaa acc ata act gag tgg tea gtg aac atg tat aac cac ctt cga 211 
Asp Glu Thr lie Thr Glu Trp Ser Val Asn Met Tyr Asn His Leu Arg 
25 30 35 

ggc acc ggg gaa gat gaa aac att etc ttc tct cca eta age att gee 259 
Gly Thr Gly Glu Asp Glu Asn lie Leu Phe Ser Pro Leu Ser lie Ala 
4 0 4 5 50 

ctt gcg atg gga atg atg gag ctt ggg get caa gga tct act agg aaa 307 
Leu Ala Met Gly Met Met Glu Leu Gly Ala Gin Gly Ser Thr Arg Lys 
55 60 65 70 

gaa ate cgc cat tea atg gga tat gag ggt ctg aaa ggt ggt gaa gaa 355 
Glu lie Arg His Ser Met Gly Tyr Glu Gly Leu Lys Gly Gly Glu Glu 
75 80 85 

ttt tct ttc ctg agg gat ttt tct aat atg gee tct gee gaa gaa aac 403 
Phe Ser Phe Leu Arg Asp Phe Ser Asn Met Ala Ser Ala Glu Glu Asn 
90 95 100 

caa tat gtg atg aaa ctt gee aat teg etc ttt gta caa aat gga ttt 451 
Gin Tyr Val Met Lys Leu Ala Asn Ser Leu Phe Val Gin Asn Gly Phe 
105 110 115 

cat gtc aat gag gaa ttc ttg caa atg ctg aaa atg tac ttt aat gca 499 
His Val Asn Glu Glu Phe Leu Gin Met Leu Lys Met Tyr Phe Asn Ala 
120 125 130 

gaa gtc aac cat gtg gac ttc agt caa aat gtg get gtg get aac tec 547 
Glu Val Asn His Val Asp Phe Ser Gin Asn Val Ala Val Ala Asn Ser 
135 140 145 150 

ate aat aaa tgg gtg gag aat tat aca aac agt ctg ttg aaa gat ctg 595 
lie Asn Lys Trp Val Glu Asn Tyr Thr Asn Ser Leu Leu Lys Asp Leu 
155 160 165 

gtg tct ccg gag gac ttt gat ggt gtc act aat ttg gee etc ate aat 643 
Val Ser Pro Glu Asp Phe Asp Gly Val Thr Asn Leu Ala Leu lie Asn 
170 175 180 

get gta tat ttc aaa gga aac tgg aag tct cag ttt aga cct gaa aat 691 
Ala Val Tyr Phe Lys Gly Asn Trp Lys Ser Gin Phe Arg Pro Glu Asn 
185 190 195 

acc aga act ttc tec ttc acg aaa gat gat gaa agt gaa gtg cag att 739 
Thr Arg Thr Phe Ser Phe Thr Lys Asp Asp Glu Ser Glu Val Gin lie 
200 205 210 

cca atg atg tat caa caa gga gaa ttt tat tat ggt gaa ttt agt gat 787 
Pro Met Met Tyr Gin Gin Gly Glu Phe Tyr Tyr Gly Glu Phe Ser Asp 
215 220 225 230 

gga tec aat gag get ggt ggt ate tac caa gtc ctt gag ata ccc tat 835 
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Gly Ser Asn Glu Ala Gly Gly lie Tyr Gin Val Leu Glu lie Pro Tyr 
235 240 245 



gag gga gat gag ate age atg atg ctg gca ctg tec aga cag gaa gtc 883 
Glu Gly Asp Glu lie Ser Met Met Leu Ala Leu Ser Arg Gin Glu Val 
250 255 260 

cca ctg gec aca ctg gag cct ctg etc aaa gca cag ctg ate gaa gaa 931 
Pro Leu Ala Thr Leu Glu Pro Leu Leu Lys Ala Gin Leu lie Glu Glu 
265 270 275 

tgg gca aac tct gtg aag aaa caa aag gtg gaa gtg tac ttg ccc agg 979 
Trp Ala Asn Ser Val Lys Lys Gin Lys Val Glu Val Tyr Leu Pro Arg 
280 285 290 

ttc act gtg gaa cag gaa att gat tta aaa gac ate ttg aaa gec ctt 1027 
Phe Thr Val Glu Gin Glu lie Asp Leu Lys Asp lie Leu Lys Ala Leu 
295 300 305 310 

ggg gtc act gaa att ttc ate aaa gat gca aat ttg act gee atg tea 1075 
Gly Val Thr Glu lie Phe lie Lys Asp Ala Asn Leu Thr Ala Met Ser 
315 320 325 

gat aag aaa gag ctg ttc etc tec aaa get gtt cac aag tec tgc att 1123 
Asp Lys Lys Glu Leu Phe Leu Ser Lys Ala Val His Lys Ser Cys lie 
330 335 340 

gag gtt aat gaa gaa ggg tea gaa gec get gca gee tec gga atg att 1171 
Glu Val Asn Glu Glu Gly Ser Glu Ala Ala Ala Ala Ser Gly Met lie 
345 350 355 

gcg att agt agg atg get gtg ctg tac cct cag gtt att gtc gac cat 1219 
Ala lie Ser Arg Met Ala Val Leu Tyr Pro Gin Val lie Val Asp His 
360 365 370 

cca ttt etc tat ctt ate agg aac agg aaa tct ggc ata ate tta ttc 1267 
Pro Phe Leu Tyr Leu lie Arg Asn Arg Lys Ser Gly lie lie Leu Phe 
375 380 385 390 

atg gga cga gtc atg aac cct gaa aca atg aat aca agt ggc cat gac 1315 
Met Gly Arg Val Met Asn Pro Glu Thr Met Asn Thr Ser Gly His Asp 
395 400 405 

ttt gag gaa ctt taaatgacga cgtttgagta caaagaaagc aggaacaaag 1367 
Phe Glu Glu Leu 
410 

cacattatgt ttgcaagtgg tatatattta ggatttctgt tttatagtgt tacttaggga 1427 

aatatttaaa tagttctgga tagtagtaat ccatgtgacc tataagttag cctgtcaaaa 1487 

gctgttatca gtataaagag tatggtccca ttgtgtcatt gtgtctggtg tgctgctgtt 1547 

taaaataaaa gtacatattg aaactgtgaa ccactttttt tcattttgaa agtagttgta 1607 
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gtctatacaa tactatgtct gagatttgaa acctatgctg tttctttagg aattgtagta 1667 

aaatgatcct acaaggcaaa atgtagaaac tgttgtttct gagtttcttc ataatcatgc 1727 

agaatcaaac accaaagtaa gcaacataca tatatatata taataagcaa tactgtgaag 1787 

gggaggccaa aaggcagaga aattgagatt gttatttagt gtggcattcc atgacaaaag 1847 

atttaggagg aaatgtggga tatgtaagac ccatagatgt atattttgta tatctgtagt 1907 

attatacttt taatttatta aagtataact cttttattta tttttaaaag tttcctgtga 1967 

accaatatgc cacatgactc tactagcaag ttcagatatc tcattagcta ttctggatga 2027 

catcaagagg cctcatggag ggaatcccgt gtaccattta cgttttagtg attttttgtg 2087 

atgttcacac aaagatgaaa tcacattgtt gcacactctc tagactatat ccaagaaagg 2147 

catcaagtgg tacattggtg tgccaggaaa atagatgtaa ttactttatt aaaaaagttc 2207 

ctggtattgt gcatcatatg gaatcagtgc tgcttaaact tagtacgtcc tgctgacacc 2267 

tggtcactta ttacaaatat aggttcttat ccaggatgtc taaggtagag tgggaaccac 2327 

agctttctat cattactgac atccaaatga tgccgcagat atctgaccat agcctttgct 2387 

gagagtccct tgggttgcaa tgtcgtactt gaagtcagcc tcacattttc acagactgag 2447 

attggagaga tgagggtgca gggaggagat aatctacact agtgatacga tgcctttgtc 2507 

aagcactggt gtgatctcga agtattctag tacacactct agataaattc ttctgtacat 2567 

tacaacactt gaaatgcagt cgttaaaaat atggagacat ttataggcaa tacccatgaa 2627 

agaatttatg actatccgag gacacagtac ttaacaatga atcttttaca gcttatattt 2687 

tcagaggact tgtagtttat tcataaatct tcatgttatt gtacaatagt gctcttgttt 2747 

tcatttataa tttatgaagc tgagatgctg gtgttaattc agtgttcaca ttctctgcta 2807 

agaacagtct ttatctctgt atccttcttg ttaatatgac atctatagct atatctatat 2867 

gttcattagt taaacaaatg tatggcctgt aaggaagaat aaacattatt atgcaatcat 2927 

gtaaaaaaaa aaaaaaa 2 94 4 

<210> 27 

<211> 410 

<212> PRT 

<213> Mus musculus 

<400> 27 

Met Thr Tyr Leu Glu Leu Leu Ala Leu Leu Ala Leu Gin Ser Val Val 
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1 



5 



10 



15 



Thr Gly Ala Thr Phe Pro Asp Glu Thr lie Thr Glu Trp Ser Val Asn 
20 25 30 



Met Tyr Asn His Leu Arg Gly Thr Gly Glu Asp Glu Asn lie Leu Phe 
35 40 45 



Ser Pro Leu Ser lie Ala Leu Ala Met Gly Met Met Glu Leu Gly Ala 
50 55 60 



Gin Gly Ser Thr Arg Lys Glu lie Arg His Ser Met Gly Tyr Glu Gly 
65 ~ 70 75 80 



Leu Lys Gly Gly Glu Glu Phe Ser Phe Leu Arg Asp Phe Ser Asn Met 
85 90 95 



Ala Ser Ala Glu Glu Asn Gin Tyr Val Met Lys Leu Ala Asn Ser Leu 
100 105 110 



Phe Val Gin Asn Gly Phe His Val Asn Glu Glu Phe Leu Gin Met Leu 
115 120 125 



Lys Met Tyr Phe Asn Ala Glu Val Asn His Val Asp Phe Ser Gin Asn 
130 135 140 



Val Ala Val Ala Asn Ser lie Asn Lys Trp Val Glu Asn Tyr Thr Asn 
145 150 155 160 



Ser Leu Leu Lys Asp Leu Val Ser Pro Glu Asp Phe Asp Gly Val Thr 
165 170 175 



Asn Leu Ala Leu lie Asn Ala Val Tyr Phe Lys Gly Asn Trp Lys Ser 
180 185 190 



Gin Phe Arg Pro Glu Asn Thr Arg Thr Phe Ser Phe Thr Lys Asp Asp 
195 200 205 



Glu Ser Glu Val Gin lie Pro Met Met Tyr Gin Gin Gly Glu Phe Tyr 
210 215 220 
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Tyr Gly Glu Phe Ser Asp Gly Ser Asn Glu Ala Gly Gly lie Tyr Gin 
225 230 235 240 



Val Leu Glu lie Pro Tyr Glu Gly Asp Glu lie Ser Met Met Leu Ala 
245 250 255 



Leu Ser Arg Gin Glu Val Pro Leu Ala Thr Leu Glu Pro Leu Leu Lys 
260 265 270 



Ala Gin Leu lie Glu Glu Trp Ala Asn Ser Val Lys Lys Gin Lys Val 
275 280 285 



Glu Val Tyr Leu Pro Arg Phe Thr Val Glu Gin Glu lie Asp Leu Lys 
290 295 300 



Asp lie Leu Lys Ala Leu Gly Val Thr Glu lie Phe lie Lys Asp Ala 
305 ~ 310 315 320 



Asn Leu Thr Ala Met Ser Asp Lys Lys Glu Leu Phe Leu Ser Lys Ala 
325 330 335 



Val His Lys Ser Cys lie Glu Val Asn Glu Glu Gly Ser Glu Ala Ala 
340 J 345 350 



Ala Ala Ser Gly Met lie Ala lie Ser Arg Met Ala Val Leu Tyr Pro 
355 360 365 



Gin Val lie Val Asp His Pro Phe Leu Tyr Leu lie Arg Asn Arg Lys 
370 375 380 



Ser Gly lie lie Leu Phe Met Gly Arg Val Met Asn Pro Glu Thr Met 
385 390 395 400 



Asn Thr Ser Gly His Asp Phe Glu Glu Leu 
405 410 



<210> 28 

<211> 1910 

<212> DNA 

<213> Homo sapiens 



<220> 



41 



<221> CDS 

<222> (421) . . (1650) 

<223> SF05, cDNA: NM_005025, Protein: NP_005016 
<400> 28 

ggagacgaaa gcaggaacga gagcggagcg gagcacagtc cgccgagcac aagctccagc 60 

atcccgtcag gggttgcagg tgtgtgggag gtaagcgtgg gtccttcttc ggggcgtctg 120 

cactgccctg gagaaaacgt cttccaatag gaattacatc aagacacagc taaaagagtc 180 

cgcgttgggt taggaaaccg gtgcaaaacc tctcgggtga aagatttaca tttttcgact 240 

ttaagggcaa aaaagcaaaa ggaagcttga ctctgggtat aaagggcgtg gttagtgttt 300 

ttggtttgag ttgcaccagt aaaactgttc tgggagatct gaagattgag aaaaatcctg 360 

ctaattgagg acgaggtgga tgttatctgg tggatgttat aggcttgaaa ctgttacaat 420 

atg get ttc ctt gga etc ttc tct ttg ctg gtt ctg caa agt atg get 468 
Met Ala Phe Leu Gly Leu Phe Ser Leu Leu Val Leu Gin Ser Met Ala 
1 5 10 15 

aca ggg gee act ttc cct gag gaa gee att get gac ttg tea gtg aat 516 
Thr Gly Ala Thr Phe Pro Glu Glu Ala lie Ala Asp Leu Ser Val Asn 
20 25 30 

atg tac aat cgt ctt aga gee act ggt gaa gat gaa aat att etc ttc 564 
Met Tyr Asn Arg Leu Arg Ala Thr Gly Glu Asp Glu Asn lie Leu Phe 
35 40 45 

tct cca ttg agt att get ctt gca atg gga atg atg gaa ctt ggg gec 612 
Ser Pro Leu Ser lie Ala Leu Ala Met Gly Met Met Glu Leu Gly Ala 
50 55 60 

caa gga tct ace cag aaa gaa ate cgc cac tea atg gga tat gac age 660 
Gin Gly Ser Thr Gin Lys Glu lie Arg His Ser Met Gly Tyr Asp Ser 
65 70 75 80 

eta aaa aat ggt gaa gaa ttt tct ttc ttg aag gag ttt tea aac atg 708 
Leu Lys Asn Gly Glu Glu Phe Ser Phe Leu Lys Glu Phe Ser Asn Met 
85 90 95 

gta act get aaa gag age caa tat gtg atg aaa att gee aat tec ttg 756 
Val Thr Ala Lys Glu Ser Gin Tyr Val Met Lys lie Ala Asn Ser Leu 
100 105 110 

ttt gtg caa aat gga ttt cat gtc aat gag gag ttt ttg caa atg atg 804 
Phe Val Gin Asn Gly Phe His Val Asn Glu Glu Phe Leu Gin Met Met 
115 120 125 

aaa aaa tat ttt aat gca gca gta aat cat gtg gac ttc agt caa aat 852 
Lys Lys Tyr Phe Asn Ala Ala Val Asn His Val Asp Phe Ser Gin Asn 
130 135 140 
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gta gcc gtg 
Val Ala Val 
145 

aat ctg gtg 
Asn Leu Val 



tat ctg gcc 
Tyr Leu Ala 



cag ttt agg 
Gin Phe Arg 
195 

gaa agt gaa 
Glu Ser Glu 
210 

tat ggg gaa 
Tyr Gly Glu 

225 

gtc eta gaa 
Val Leu Glu 



ctg tec aga 
Leu Ser Arg 



gca cag ctg 
Ala Gin Leu 
275 

gaa gta tac 
Glu Val Tyr 
290 

gat gtt ttg 
Asp Val Leu 
305 

aat ttg aca 
Asn Leu Thr 



att cac aag 
lie His Lys 



get gtc tea 
Ala Val Ser 
355 



gcc aac tac 
Ala Asn Tyr 
150 

aaa gat ttg 
Lys Asp Leu 
165 

etc att aat 
Leu lie Asn 
180 

cct gaa aat 
Pro Glu Asn 



gtc caa att 
Val Gin lie 



ttt agt gat 
Phe Ser Asp 
230 

ata cca tat 
lie Pro Tyr 
245 

cag gaa gtt 
Gin Glu Val 
260 

gtt gaa gaa 
Val Glu Glu 



ctg ccc agg 
Leu Pro Arg 



aag get ctt 
Lys Ala Leu 
310 

ggc etc tct 
Gly Leu Ser 
325 

tec ttc eta 
Ser Phe Leu 
340 

gga atg att 
Gly Met lie 



ate aat aag 
lie Asn Lys 



gta tec cca 
Val Ser Pro 



get gtc tat 
Ala Val Tyr 
185 

act aga ace 
Thr Arg Thr 
200 

cca atg atg 
Pro Met Met 
215 

ggc tec aat 
Gly Ser Asn 



gaa gga gat 
Glu Gly Asp 



cct ctt get 
Pro Leu Ala 
265 

tgg gca aac 
Trp Ala Asn 
280 

ttc aca gtg 
Phe Thr Val 
295 

gga ata act 
Gly lie Thr 



gat aat aag 
Asp Asn Lys 



gag gtt aat 
Glu Val Asn 
345 

gca att agt 
Ala lie Ser 
360 



tgg gtg gag 
Trp Val Glu 
155 

agg gat ttt 
Arg Asp Phe 
170 

ttc aag ggg 
Phe Lys Gly 



ttt tct ttc 
Phe Ser Phe 



tat cag caa 
Tyr Gin Gin 
220 

gaa get ggt 
Glu Ala Gly 
235 

gaa ata age 
Glu lie Ser 
250 

act ctg gag 
Thr Leu Glu 



tct gtg aag 
Ser Val Lys 



gaa cag gaa 
Glu Gin Glu 
300 

gaa att ttc 
Glu lie Phe 
315 

gag att ttt 
Glu lie Phe 
330 

gaa gaa ggc 
Glu Glu Gly 



agg atg get 
Arg Met Ala 



aat aac aca 
Asn Asn Thr 



gat get gcc 
Asp Ala Ala 
175 

aac tgg aag 
Asn Trp Lys 
190 

act aaa gat 
Thr Lys Asp 
205 

gga gaa ttt 
Gly Glu Phe 



ggt ate tac 
Gly lie Tyr 



atg atg ctg 
Met Met Leu 
255 

cca tta gtc 
Pro Leu Val 
270 

aag caa aaa 
Lys Gin Lys 
285 

att gat tta 
lie Asp Leu 



ate aaa gat 
lie Lys Asp 



ctt tec aaa 
Leu Ser Lys 
335 

tea gaa get 
Ser Glu Ala 
350 

gtg ctg tat 
Val Leu Tyr 
365 



aac 900 

Asn 

160 

act 948 
Thr 



teg 996 
Ser 



gat 1044 
Asp 



tat 1092 
Tyr 



caa 1140 

Gin 

240 

gtg 1188 
Val 



aaa 1236 
Lys 



gta 1284 
Val 



aaa 1332 
Lys 



gca 1380 

Ala 

320 

gca 1428 
Ala 



get 1476 
Ala 



cct 1524 
Pro 
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caa gtt att gtc gac cat cca ttt ttc ttt ctt ate aga aac agg aga 1572 
Gin Val lie Val Asp His Pro Phe Phe Phe Leu lie Arg Asn Arg Arg 
370 375 380 

act ggt aca att eta ttc atg gga cga gtc atg cat cct gaa aca atg 1620 
Thr Gly Thr He Leu Phe Met Gly Arg Val Met His Pro Glu Thr Met 
385 390 395 400 

aac aca agt gga cat gat ttc gaa gaa ctt taagttactt tatttgaata 1670 
Asn Thr Ser Gly His Asp Phe Glu Glu Leu 

405 410 

acaaggaaaa cagtaactaa gcacattatg tttgcaactg gtatatattt aggatttgtg 1730 

ttttacagta tatcttaaga taatatttaa aatagttcca gataaaaaca atatatgtaa 1790 

attataagta acttgtcaag gaatgttatc agtattaagc taatggtcct gttatgtcat 1850 

tgtgtttgtg tgctgttgtt taaaataaaa gtacctattg aacatgaaaa aaaaaaaaaa 1910 

<210> 29 

<211> 410 

<212> PRT 

<213> Homo sapiens 

<400> 29 

Met Ala Phe Leu Gly Leu Phe Ser Leu Leu Val Leu Gin Ser Met Ala 
1 5 10 15 

Thr Gly Ala Thr Phe Pro Glu Glu Ala He Ala Asp Leu Ser Val Asn 
20 25 30 

Met Tyr Asn Arg Leu Arg Ala Thr Gly Glu Asp Glu Asn He Leu Phe 
35 ~ " 40 45 

Ser Pro Leu Ser He Ala Leu Ala Met Gly Met Met Glu Leu Gly Ala 
50 55 60 

Gin Gly Ser Thr Gin Lys Glu He Arg His Ser Met Gly Tyr Asp Ser 
65 70 75 80 

Leu Lys Asn Gly Glu Glu Phe Ser Phe Leu Lys Glu Phe Ser Asn Met 
8 5 90 95 

Val Thr Ala Lys Glu Ser Gin Tyr Val Met Lys He Ala Asn Ser Leu 
100 105 110 
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Phe Val Gin Asn Gly Phe His Val Asn Glu Glu Phe Leu Gin Met Met 
115 120 125 



Lys Lys Tyr Phe Asn Ala Ala Val Asn His Val Asp Phe Ser Gin Asn 
130 135 14 0 



Val Ala Val Ala Asn Tyr lie Asn Lys Trp Val Glu Asn Asn Thr Asn 
145 150 155 160 



Asn Leu Val Lys Asp Leu Val Ser Pro Arg Asp Phe Asp Ala Ala Thr 

165 170 175 



Tyr Leu Ala Leu lie Asn Ala Val Tyr Phe Lys Gly Asn Trp Lys Ser 
180 185 190 



Gin Phe Arg Pro Glu Asn Thr Arg Thr Phe Ser Phe Thr Lys Asp Asp 
195 200 205 



Glu Ser Glu Val Gin lie Pro Met Met Tyr Gin Gin Gly Glu Phe Tyr 
210 215 220 



Tyr Gly Glu Phe Ser Asp Gly Ser Asn Glu Ala Gly Gly lie Tyr Gin 
225 230 235 240 



Val Leu Glu lie Pro Tyr Glu Gly Asp Glu lie Ser Met Met Leu Val 
245 250 255 



Leu Ser Arg Gin Glu Val Pro Leu Ala Thr Leu Glu Pro Leu Val Lys 
260 265 270 



Ala Gin Leu Val Glu Glu Trp Ala Asn Ser Val Lys Lys Gin Lys Val 
275 280 285 



Glu Val Tyr Leu Pro Arg Phe Thr Val Glu Gin Glu lie Asp Leu Lys 
290 295 300 



Asp Val Leu Lys Ala Leu Gly lie Thr Glu lie Phe lie Lys Asp Ala 
305 " 310 315 320 



Asn Leu Thr Gly Leu Ser Asp Asn Lys Glu lie Phe Leu Ser Lys Ala 
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325 



330 



335 



lie His Lys Ser Phe Leu Glu Val Asn Glu Glu Gly Ser Glu Ala Ala 
340 345 350 



Ala Val Ser Gly Met lie Ala lie Ser Arg Met Ala Val Leu Tyr Pro 
355 360 365 



Gin Val lie Val Asp His Pro Phe Phe Phe Leu lie Arg Asn Arg Arg 
370 375 380 



Thr Gly Thr lie Leu Phe Met Gly Arg Val Met His Pro Glu Thr Met 
385 390 395 400 



Asn Thr Ser Gly His Asp Phe Glu Glu Leu 

405 410 



<210> 30 

<211> 2202 

<212> DNA 

<213> Mus musculus 



<220> 

<221> CDS 

<222> (23) . . (694) 

<223> SF06, cDNA: NM_172633, Protein: NP_766221 
<400> 30 

gacagggcgc cccccagccc ag atg ccc gcg cct ggc cag ggc ccc aga ggg 52 

Met Pro Ala Pro Gly Gin Gly Pro Arg Gly 
15 10 

ccg ctg ctg age atg ccc ggg cgc egg ggg gcg ctg cgt gag cca gec 100 
Pro Leu Leu Ser Met Pro Gly Arg Arg Gly Ala Leu Arg Glu Pro Ala 
15 20 25 

gac ttt ggc tec age ctg ggg gcg gtg ctg gee ctg ctg ttg ctg ctg 148 
Asp Phe Gly Ser Ser Leu Gly Ala Val Leu Ala Leu Leu Leu Leu Leu 
30 35 40 

ctg ccc gee tgc tgc ccc gta agg get cag aac gac acg gag ccc ate 196 
Leu Pro Ala Cys Cys Pro Val Arg Ala Gin Asn Asp Thr Glu Pro lie 
45 " 50 55 

gtg eta gag ggc aag tgc ctg gta gtg tgc gat tec age cca teg ggg 244 
Val Leu Glu Gly Lys Cys Leu Val Val Cys Asp Ser Ser Pro Ser Gly 
60 65 70 
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gat ggc gcc gtc act tct tec ctg ggc att tct gtg cgc tea ggc agt 
Asp Gly Ala Val Thr Ser Ser Leu Gly lie Ser Val Arg Ser Gly Ser 
75 80 85 90 



292 



gcc aag gtg gcc ttc tec get act egg age ace aac cac gag ccg tea 340 
Ala Lys Val Ala Phe Ser Ala Thr Arg Ser Thr Asn His Glu Pro Ser 

95 100 105 



gag atg age aac cgt acc atg acc ate tac ttc gac cag gtc tta gta 
Glu Met Ser Asn Arg Thr Met Thr lie Tyr Phe Asp Gin Val Leu Val 
110 115 120 



388 



aac att ggc aac cac ttt gac ctt gcc tec agt ata ttt gta gca cca 436 
Asn lie Gly Asn His Phe Asp Leu Ala Ser Ser lie Phe Val Ala Pro 
125 130 135 

aga aag gga att tat age ttc age ttc cac gtg gtc aaa gtg tac aac 484 
Arg Lys Gly lie Tyr Ser Phe Ser Phe His Val Val Lys Val Tyr Asn 
140 145 150 

aga caa act ate cag gtc age tta atg cag aat ggc tac ccg gtg ate 532 
Arg Gin Thr lie Gin Val Ser Leu Met Gin Asn Gly Tyr Pro Val lie 
155 160 165 170 

tct gca ttt gcc gga gac cag gat gtt acc agg gaa gca gcc age aat 580 
Ser Ala Phe Ala Gly Asp Gin Asp Val Thr Arg Glu Ala Ala Ser Asn 

175 180 185 

ggt gtt ctg ctg etc atg gaa aga gaa gac aaa gtt cat etc aaa eta 628 
Gly Val Leu Leu Leu Met Glu Arg Glu Asp Lys Val His Leu Lys Leu 
190 195 200 

gag aga ggc aac etc atg gga ggc tgg aaa tac tec aca ttc teg ggc 676 
Glu Arg Gly Asn Leu Met Gly Gly Trp Lys Tyr Ser Thr Phe Ser Gly 
205 210 215 

ttc ttg gtt ttt cct eta tagactcaga gccaccagga tgatgggaag 724 
Phe Leu Val Phe Pro Leu 
220 



gttttgatca 


ggacccaggg 


atctgccccc 


tgtaacacct 


tgaacttgtc 


tggataggat 


784 


ggcttgggcc 


cacctccatc 


agattattgc 


tgtagaagaa 


tgactttctt 


ctaaagctcc 


844 


agtattttct 


ttgactattg 


acaattcctc 


gggaacctgg 


cctctaatta 


gtttaagaag 


904 


acaaggtctt 


aaggagaaat 


gaaattatcg 


atttgagcaa 


tttgtacccg 


tgattgtaaa 


964 


gtcgatatcg 


gattttattg 


ttggaaccat 


tggcttaact 


tctcatgttt 


gtacggtgta 


1024 


tcttgtcctg 


atgacataga 


tgetgetgae 


cctcagatgg 


attgeacget 


tcagtcaggg 


1084 


cttaaagcaa 


gagcccagca 


gaggaccacc 


taaccagaca 


gtctttgacc 


tgtgttctgt 


1144 


gtgtgtgtag 


ccttaagaaa 


aagaatggca 


tcattttcat 


teegtagett 


ttccctaggg 


1204 
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tcttgggggt 


cttgggaggg 


agctgggcat 


tggtaacctg 


tcgaaaagtg 


ctttatcctg 


1264 


agaagcaaat 


tttgcacgat 


tggactgcag 


tttctgtttt 


gtaccgtctg 


tgattttctt 


1324 


ttttcctcgg 


gaagctttcc 


ttttcttcct 


caggtttcac 


tcctcaaacc 


tacttagttt 


1384 


tcatgctggg 


ggctcggaga 


gaaaaacaaa 


acaaaacaaa 


acaacaaaac 


ttatgttcag 


1444 


tccttgtatg 


agaccaaaca 


aaacagaaca 


aaatctgcat 


actttgtttt 


ggataaagga 


1504 


aaccaggaaa 


aaaaaaaaaa 


gaaagcctat 


atttcaaagt 


aaggacagca 


aatagaacat 


1564 


cctgcataac 


ctgcataacc 


ttccctggag 


ttctctctca 


gtgcagcttc 


aaacttgcaa 


1624 


cgtggatttc 


attttttttt 


ttttttaatt 


tattctctgg 


gatcccttag 


taacctggca 


1684 


ttgctcattg 


ctcatgaatc 


ccttaacaat 


ggcggagctg 


acgcggccta 


atcctctctt 


1744 


tgcttttcct 


ctggatatgt 


ctcagtagtg 


agttagatct 


gcctctgagt 


ggccacacaa 


1804 


ttacaagatg 


cttcaaagaa 


acaggaccag 


tgcctcttcc 


tcgagatctt 


cctttgatct 


1864 


gtcaaggaga 


gggttgtgtt 


gactgatgct 


ctgtggatga 


acatctggcc 


agaagccacc 


1924 


tggactggaa 


atctcagcag 


ttaaaggtac 


tggctgctgt 


accccatggg 


tggttttttc 


1984 


aaaccctgct 


4~ /-"*• +" +" +" +" /~1 f~T /"*» !3 

LCtLLLyyCd 


LOL L.y Ly Lad 


Ldyv_.dv— L.ci i_ 0 


z\ ct 1~ p\ rr c a a c 


f naaaaacct 

\-A CA C** V_J V— » <— 


2044 


ggtgcagtat 


ttgtgtgcca 


aggaaacgtc 


actaatccca 


aagcaatcaa 


agatgtgacc 


2104 


tcaaactgga 


agttaatttg 


tcctttgtgt 


aacaatgtaa 


ccaaaatatt 


gatgataaaa 


2164 


ctcataattt 


aagattcaga 


ataaatggat 


ttgatgtc 






2202 



<210> 31 

<211> 224 

<212> PRT 

<213> Mus rausculus 

<400> 31 

Met Pro Ala Pro Gly Gin Gly Pro Arg Gly Pro Leu Leu Ser Met Pro 
1 5 " 10 15 

Gly Arg Arg Gly Ala Leu Arg Glu Pro Ala Asp Phe Gly Ser Ser Leu 
20 2 5 30 

Gly Ala Val Leu Ala Leu Leu Leu Leu Leu Leu Pro Ala Cys Cys Pro 
35 40 45 
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Val Arg Ala Gin Asn Asp Thr Glu Pro lie Val Leu Glu Gly Lys Cys 
50 55 60 



Leu Val Val Cys Asp Ser Ser Pro Ser Gly Asp Gly Ala Val Thr Ser 
65 70 75 80 



Ser Leu Gly lie Ser Val Arg Ser Gly Ser Ala Lys Val Ala Phe Ser 
85 90 95 



Ala Thr Arg Ser Thr Asn His Glu Pro Ser Glu Met Ser Asn Arg Thr 
100 105 110 



Met Thr lie Tyr Phe Asp Gin Val Leu Val Asn lie Gly Asn His Phe 
115 " 120 125 



Asp Leu Ala Ser Ser lie Phe Val Ala Pro Arg Lys Gly lie Tyr Ser 
130 135 140 



Phe Ser Phe His Val Val Lys Val Tyr Asn Arg Gin Thr lie Gin Val 
145 150 155 160 



Ser Leu Met Gin Asn Gly Tyr Pro Val lie Ser Ala Phe Ala Gly Asp 

165 170 175 



Gin Asp Val Thr Arg Glu Ala Ala Ser Asn Gly Val Leu Leu Leu Met 
180 185 190 



Glu Arg Glu Asp Lys Val His Leu Lys Leu Glu Arg Gly Asn Leu Met 
195 200 205 



Gly Gly Trp Lys Tyr Ser Thr Phe Ser Gly Phe Leu Val Phe Pro Leu 
210 215 220 



<210> 32 

<211> 2750 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (564) . . (1235) 

<223> SF06, cDNA: NM 182511, Protein: NP_872317 
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<400> 32 

ggagcagaca cacagacccg ggccggaggc ccctcttcta gccctgcggg aaccggacag 60 

ttccccaact ggggactctg gaaccacagc tcctaaatca tcaaattctc aagctttttt 120 

tttccctctc ttcgtcccag ccatcccagt cttcttcttc tttttttttt ttttaactta 180 

ttgttttttt cgctcctgtc attatgaaag tggtcacgcc attcaatatt aagacttgga 240 

gggaattggg gaaagaaaag aaagaatcta aaagaagaga agcgaccggt gcttttaagg 300 

gtgtctaatt ttcaaaagag acgtctggga gtattttgct ctgggcgttt ggagcaactt 360 

cgcggacagc ggagctcgcc cagcatggat gttccaggtt cacaggcgcc tttcttctga 420 

gaacgaccct ggccttgaac gtcagagccg gggacgaagg cccccggagg ctgctgcgag 480 

ctccgcgcgt tccttcgcgc ccttccgcgc cgctcgcgcc ggcgccggcc tccacccccg 540 

cgcgccgcct cccaccagtc ccg atg cag gcg ccc ggc egg ggg cca etc ggg 593 

Met Gin Ala Pro Gly Arg Gly Pro Leu Gly 
15 10 

ctg egg ctg atg atg ccc ggg cgc egg ggg gcg ctg cgc gag cct ggc 641 
Leu Arg Leu Met Met Pro Gly Arg Arg Gly Ala Leu Arg Glu Pro Gly 
15 20 25 

ggc tgc gga tec tgc ctg ggg gtg gcg ctg gee ctg ctg ttg ctg eta 689 
Gly Cys Gly Ser Cys Leu Gly Val Ala Leu Ala Leu Leu Leu Leu Leu 
30 35 40 

ctg ccc gec tgc tgc ccc gtg egg gcg cag aac gac acg gag ccc ate 737 
Leu Pro Ala Cys Cys Pro Val Arg Ala Gin Asn Asp Thr Glu Pro lie 
4 5 ^ 50 55 

gtg ctg gag ggc aag tgc ctg gtg gtg tgc gac tec age ccg teg gcg 785 
Val Leu Glu Gly Lys Cys Leu Val Val Cys Asp Ser Ser Pro Ser Ala 
60 65 70 

gac ggc gee gtc acc tec tec eta ggc ate tec gtg cgc tec ggc age 833 
Asp Gly Ala Val Thr Ser Ser Leu Gly lie Ser Val Arg Ser Gly Ser 
75 80 85 90 

gee aag gtg gee ttc tec gee acg egg age acc aac cac gag ccg tec 881 
Ala Lys Val Ala Phe Ser Ala Thr Arg Ser Thr Asn His Glu Pro Ser 

95 100 105 

gag atg age aac cgc acc atg acc ate tat ttc gac cag gta tta gta 929 
Glu Met Ser Asn Arg Thr Met Thr lie Tyr Phe Asp Gin Val Leu Val 
110 115 120 

aat att ggc aac cac ttt gat ctt get tec agt ata ttt gta gca ccg 977 
Asn lie Gly Asn His Phe Asp Leu Ala Ser Ser lie Phe Val Ala Pro 
125 130 135 
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aga aaa ggg att tat age ttc age ttc cac gtg gtc aaa gtg tat aac 1025 
Arg Lys Gly lie Tyr Ser Phe Ser Phe His Val Val Lys Val Tyr Asn 
140 145 150 

aga caa acc ate cag gtc agt tta atg cag aat ggc tac cca gtg ate 1073 
Arg Gin Thr lie Gin Val Ser Leu Met Gin Asn Gly Tyr Pro Val lie 
155 160 165 170 

teg gee ttt gca gga gac cag gat gtc acc aga gaa get get age aat 1121 
Ser Ala Phe Ala Gly Asp Gin Asp Val Thr Arg Glu Ala Ala Ser Asn 
175 180 185 

ggc gtg ctg ctg etc atg gaa agg gaa gac aaa gtg cat etc aaa ctt 1169 
Gly Val Leu Leu Leu Met Glu Arg Glu Asp Lys Val His Leu Lys Leu 
190 195 200 

gag aga ggc aac etc atg ggg ggc tgg aaa tac tec aca ttc teg ggc 1217 
Glu Arg Gly Asn Leu Met Gly Gly Trp Lys Tyr Ser Thr Phe Ser Gly 
205 210 215 



ttc ttg gtg ttt cct eta taaacacaga gccccctaga tggtggggga 1265 
Phe Leu Val Phe Pro Leu 
220 



atggcaaact 


ggacccagga 


ctccgccctt 


taaaacaccc 


tgaacttact 


ggaattggac 


1325 


accttgtttc 


caacctccgt 


cagactgttg 


cagtagaaga 


atgatttcct 


ttgaaacctc 


1385 


cagtactttt 


gtttttgttt 


tttggaatac 


tgacaattcc 


tegggaaect 


ggcctctaat 


1445 


tagttttaga 


tgacaaggtc 


ttaaggagaa 


atgaaattat 


cgatttgagc 


aatttgtacc 


1505 


tgtgattgta 


aagtcaatat 


eggattttat 


tgttgggacc 


atggacctct 


tttgtttgta 


1565 


tgttgtattg 


tcgtcccaac 


ggaaggagag 


ctcctgactc 


caggatgggc 


tgcaggttgc 


1625 


agtcagggct 


tgaagtagga 


gcccagcaaa 


gaaccacctg 


ctggacagtc 


cttgacatgt 


1685 


gttctgtgtg 


tgtctgtata 


gecttaagaa 


aaagaatggc 


ttcactttca 


ttctgtattc 


1745 


ttccccccac 


catgtggctg 


ggaggacttg 


ggagggggat 


ggggacattg 


ggaacctgtc 


1805 


aagaagtgct 


ttatccagag 


aagcaaattt 


tgcacgattg 


gaetgeaatt 


tttgttttgt 


1865 


attgtttgtg 


ttttttcttg 


aaaagcttta 


cttttctttc 


cacactcagc 


tctccctcct 


1925 


caaccccact 


tttatttttc 


ttgctggggt 


tgaggagaga 


aaatatagaa 


ttcctggata 


1985 


agaccaaaca 


aaacaaaaca 


ttaaaatacc 


tgtatgtttt 


gttttagacg 


agaccaaact 


2045 


aaacaaaaag 


tatctgttta 


tcaaagtaaa 


agtaacacaa 


tggacaattc 


tgettattet 


2105 


ctcaaagaga 


ttctaagatg 


cacctttaga 


actattaata 


gcaacctgca 


ttttttttta 


2165 


atttatactt 


cagaatcctt 


taagaacctg 


gtgttcctga 


gtggtcctga 


atcatataag 


2225 
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ttggtaatgg 


aagctgtaat 


gaccaagtcc 


cctaaacata 


ctatgtcttt 


gccacgtgtg 


2285 


ctgtgacttc 


tctgtgggtg 


atttaattta 


tttggatcca 


cctctgagtg 


agcgcacagt 


2345 


gatcaggtgc 


ttcaaagcca 


acagaccagc 


tcctcttcct 


ccggatcctc 


ttttgatctg 


2405 


cccaggaaag 


ggatgcattg 


acactctcct 


gcatgcacct 


ggcgagaagc 


cacctgaaag 


2465 


tcactgtggt 


taaagatatt 


ggtggaggta 


ccccaggagc 


actgttacaa 


atccttcttg 


2525 


ttttggcatc 


ICyLdCddCd 


LLdL Lady dU 


dtdyt uyciyct 






2585 


tatgccaagg 


aaatgtcact 


aatcccaaag 


caatcaaaaa 


ggagacctca 


aaccagatgt 


2645 


taatttgttc 


tttgtgtaac 


aatgtaacca 


aaatattgat 


gataaaagtc 


ataatttaag 


2705 


attcagaata 


aatgggtttg 


atgtctggca 


aaaaaaaaaa 


aaaaa 




2750 



<210> 33 

<211> 224 

<212> PRT 

<213> Homo sapiens 

<400> 33 

Met Gin Ala Pro Gly Arg Gly Pro Leu Gly Leu Arg Leu Met Met Pro 
15 10 15 



Gly Arg Arg Gly Ala Leu Arg Glu Pro Gly Gly Cys Gly Ser Cys Leu 
20 25 30 



Gly Val Ala Leu Ala Leu Leu Leu Leu Leu Leu Pro Ala Cys Cys Pro 
35 40 45 



Val Arg Ala Gin Asn Asp Thr Glu Pro lie Val Leu Glu Gly Lys Cys 
50 55 60 



Leu Val Val Cys Asp Ser Ser Pro Ser Ala Asp Gly Ala Val Thr Ser 
65 70 75 80 



Ser Leu Gly lie Ser Val Arg Ser Gly Ser Ala Lys Val Ala Phe Ser 
85 90 95 



Ala Thr Arg Ser Thr Asn His Glu Pro Ser Glu Met Ser Asn Arg Thr 
100 105 110 
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Met Thr He Tyr Phe Asp Gin Val Leu Val Asn He Gly Asn His Phe 
115 120 125 



Asp Leu Ala Ser Ser He Phe Val Ala Pro Arg Lys Gly He Tyr Ser 
130 135 140 



Phe Ser Phe His Val Val Lys Val Tyr Asn Arg Gin Thr lie Gin Val 
145 150 155 160 



Ser Leu Met Gin Asn Gly Tyr Pro Val lie Ser Ala Phe Ala Gly Asp 

165 170 175 



Gin Asp Val Thr Arg Glu Ala Ala Ser Asn Gly Val Leu Leu Leu Met 
180 185 190 



Glu Arg Glu Asp Lys Val His Leu Lys Leu Glu Arg Gly Asn Leu Met 
195 200 205 



Gly Gly Trp Lys Tyr Ser Thr Phe Ser Gly Phe Leu Val Phe Pro Leu 
210 215 220 



<210> 34 

<211> 1542 

<212> DNA 

<213> Mus musculus 



<220> 

<221> CDS 

<222> (131) . . (1255) 

<223> SF07, cDNA: NM_026840, Protein: NP_081116 
<400> 34 

cccagtgaaa ccgaatcctc cagctctggt gtcccaggcg ccgcctcccc tctgcgcccc 60 

tgccctgccc tggacagcct gtcgcgccgt ctgcagtcct gaactattct gcaggtcacc 120 

agccctgaag atg aag ttt tgg ctg ctg etc gga ctt ctg ttg eta cac 169 
Met Lys Phe Trp Leu Leu Leu Gly Leu Leu Leu Leu His 
1 " 5 10 

gaa gcg ctg gaa gat gtt get ggc cag cat tct cct aag aac aag cgt 217 
Glu Ala Leu Glu Asp Val Ala Gly Gin His Ser Pro Lys Asn Lys Arg 
15 20 25 

cca aag gag caa gga gaa aac aga ate aaa cca acc aac aaa aag gec 265 
Pro Lys Glu Gin Gly Glu Asn Arg lie Lys Pro Thr Asn Lys Lys Ala 
30 35 40 45 
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aaa ccc aag att cct aag gta aag gac agg gac tec act gac tea ace 313 
Lys Pro Lys lie Pro Lys Val Lys Asp Arg Asp Ser Thr Asp Ser Thr 

50 55 60 

gca aag age cag tec ate atg atg caa gcg atg ggc aac ggt cgc ttc 361 
Ala Lys Ser Gin Ser lie Met Met Gin Ala Met Gly Asn Gly Arg Phe 
65 70 75 

cag agg cct get gee aca gtg agt etc ctg gca ggg caa act eta gag 409 
Gin Arg Pro Ala Ala Thr Val Ser Leu Leu Ala Gly Gin Thr Leu Glu 
80 85 90 

eta cga tgt aag gga age aaa gtg gag tgg agt tac ccc gee tac ttg 457 
Leu Arg Cys Lys Gly Ser Lys Val Glu Trp Ser Tyr Pro Ala Tyr Leu 
95 100 105 

gac ace ttc aag gac tec cgc etc act gtg aag cag agt gaa cgc tat 505 
Asp Thr Phe Lys Asp Ser Arg Leu Thr Val Lys Gin Ser Glu Arg Tyr 
110 115 120 125 

ggg cag ttg act ctg gtc aac tec ace gcg gee gac ace ggt gaa ttc 553 
Gly Gin Leu Thr Leu Val Asn Ser Thr Ala Ala Asp Thr Gly Glu Phe 

130 135 140 

age tgc tgg gag caa ctg tgc aat ggc tac ate tgc aga egg gat gaa 601 
Ser Cys Trp Glu Gin Leu Cys Asn Gly Tyr lie Cys Arg Arg Asp Glu 
145 150 155 

gee aaa aca ggc tec ace tat ate ttc ttc aca gag aaa gga gag ctg 649 
Ala Lys Thr Gly Ser Thr Tyr lie Phe Phe Thr Glu Lys Gly Glu Leu 
160 165 170 

ttt gtg cct tct ccc agt tac ttt gat gtt gtc tac ctg aac ccg gac 697 
Phe Val Pro Ser Pro Ser Tyr Phe Asp Val Val Tyr Leu Asn Pro Asp 
175 180 185 

aga caa get gtg gtt cct tgt cga gtg aca gee cca tea gee aaa gtc 745 
Arg Gin Ala Val Val Pro Cys Arg Val Thr Ala Pro Ser Ala Lys Val 
190 195 200 205 

acg etc cac agg gag ttt ccc gee aaa gaa ate cct gee aat ggc acg 793 
Thr Leu His Arg Glu Phe Pro Ala Lys Glu lie Pro Ala Asn Gly Thr 

210 215 220 

gac att gtg tac gac atg aag aga ggt ttc gtg tac ctt cag cct cat 841 
Asp lie Val Tyr Asp Met Lys Arg Gly Phe Val Tyr Leu Gin Pro His 
225 230 235 

tec gat cac cag ggt gtg gtc tac tgc aaa gcg gaa gee ggg ggc aag 889 
Ser Asp His Gin Gly Val Val Tyr Cys Lys Ala Glu Ala Gly Gly Lys 
240 245 250 

tct cag ate tea gtc aag tat cag ctg etc tat gta gag gtt cct agt 937 
Ser Gin lie Ser Val Lys Tyr Gin Leu Leu Tyr Val Glu Val Pro Ser 
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255 260 265 

ggc cct cca tea aca acc ate ttg gec tec tct aac aaa gtg agg ggc 985 
Gly Pro Pro Ser Thr Thr lie Leu Ala Ser Ser Asn Lys Val Arg Gly 
270 275 280 285 

ggt gat gac ate age gtg etc tgc act gtc etc ggg gag cct gat gtg 1033 
Gly Asp Asp lie Ser Val Leu Cys Thr Val Leu Gly Glu Pro Asp Val 
290 295 300 

gag gtt gaa ttc agg tgg etc ttt cct ggg cag aag gac gaa agg cct 1081 
Glu Val Glu Phe Arg Trp Leu Phe Pro Gly Gin Lys Asp Glu Arg Pro 
305 310 315 

gtg acc ate cag gac acc tgg aga ctg att cac aga gga ctg gga cac 1129 
Val Thr lie Gin Asp Thr Trp Arg Leu lie His Arg Gly Leu Gly His 
320 325 330 

acc aca aga ate tec cag agt gtc att ate gtg gaa gac ttt gag acc 1177 
Thr Thr Arg lie Ser Gin Ser Val lie lie Val Glu Asp Phe Glu Thr 
335 340 345 

att gat gcg ggc tac tac ata tgc aca get cag aat etc cga gga cag 1225 
lie Asp Ala Gly Tyr Tyr lie Cys Thr Ala Gin Asn Leu Arg Gly Gin 
350 355 360 365 

acc aca gta gcg acc act gtt gag ttt tec tgattggaaa gtgaagagta 1275 
Thr Thr Val Ala Thr Thr Val Glu Phe Ser 

370 375 

gtggaccaat gggatgecca tctgcacaca cagcttccag gtgetttata ggaggccaag 1335 

ggccaacccc tgccagtggg tcagacagac atccgaatta aaaggaagtc actagtctat 1395 

taatagaagt ataaactttc ctaactaaag tatgtatttt gactcagcca tgtttctact 1455 

ttttatactg agaaaacatg tcaacaactt tgtatcaatc gtttctatta aatgagcaag 1515 

attttataaa aaaaaaaaaa aaaaaaa 1542 



<210> 35 

<211> 375 

<212> PRT 

<213> Mus musculus 

<400> 35 

Met Lys Phe Trp Leu Leu Leu Gly Leu Leu Leu Leu His Glu Ala Leu 
1 5 * 10 15 



Glu Asp Val Ala Gly Gin His Ser Pro Lys Asn Lys Arg Pro Lys Glu 
20 25 30 
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Gin Gly Glu Asn Arg lie Lys Pro Thr Asn Lys Lys Ala Lys Pro Lys 
35 40 45 



lie Pro Lys Val Lys Asp Arg Asp Ser Thr Asp Ser Thr Ala Lys Ser 
50 55 60 



Gin Ser lie Met Met Gin Ala Met Gly Asn Gly Arg Phe Gin Arg Pro 
65 70 75 80 



Ala Ala Thr Val Ser Leu Leu Ala Gly Gin Thr Leu Glu Leu Arg Cys 
85 90 95 



Lys Gly Ser Lys Val Glu Trp Ser Tyr Pro Ala Tyr Leu Asp Thr Phe 
100 105 110 



Lys Asp Ser Arg Leu Thr Val Lys Gin Ser Glu Arg Tyr Gly Gin Leu 
115 120 125 



Thr Leu Val Asn Ser Thr Ala Ala Asp Thr Gly Glu Phe Ser Cys Trp 
130 135 140 



Glu Gin Leu Cys Asn Gly Tyr lie Cys Arg Arg Asp Glu Ala Lys Thr 
145 150 155 160 



Gly Ser Thr Tyr lie Phe Phe Thr Glu Lys Gly Glu Leu Phe Val Pro 
165 170 175 



Ser Pro Ser Tyr Phe Asp Val Val Tyr Leu Asn Pro Asp Arg Gin Ala 
180 185 190 



Val Val Pro Cys Arg Val Thr Ala Pro Ser Ala Lys Val Thr Leu His 
195 200 205 



Arg Glu Phe Pro Ala Lys Glu lie Pro Ala Asn Gly Thr Asp lie Val 
210 215 220 



Tyr Asp Met Lys Arg Gly Phe Val Tyr Leu Gin Pro His Ser Asp His 
225 230 235 240 



Gin Gly Val Val Tyr Cys Lys Ala Glu Ala Gly Gly Lys Ser Gin lie 
245 250 255 
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Ser Val Lys Tyr Gin Leu Leu Tyr Val Glu Val Pro Ser Gly Pro Pro 
260 265 270 



Ser Thr Thr lie Leu Ala Ser Ser Asn Lys Val Arg Gly Gly Asp Asp 
275 280 285 



lie Ser Val Leu Cys Thr Val Leu Gly Glu Pro Asp Val Glu Val Glu 
290 295 300 



Phe Arg Trp Leu Phe Pro Gly Gin Lys Asp Glu Arg Pro Val Thr lie 
305 310 315 320 



Gin Asp Thr Trp Arg Leu lie His Arg Gly Leu Gly His Thr Thr Arg 

325 330 335 



lie Ser Gin Ser Val lie lie Val Glu Asp Phe Glu Thr lie Asp Ala 
340 345 350 



Gly Tyr Tyr lie Cys Thr Ala Gin Asn Leu Arg Gly Gin Thr Thr Val 
355 360 365 



Ala Thr Thr Val Glu Phe Ser 
370 375 



<210> 36 

<211> 1502 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (62) . . (1186) 

<223> SF07, cDNA: NM_006207, Protein: NP_006198 
<400> 36 

cctgcgtccc cgccccgcgc agccgccgcg ctcctgcgct ccgaggtccg aggttcccga 60 

g atg aag gtc tgg ctg ctg ctt ggt ctt ctg ctg gtg cac gaa gcg ctg 109 
Met Lys Val Trp Leu Leu Leu Gly Leu Leu Leu Val His Glu Ala Leu 
1 5 10 15 

gag gat gtt act ggc caa cac ctt ccc aag aac aag cgt cca aaa gaa 157 
Glu Asp Val Thr Gly Gin His Leu Pro Lys Asn Lys Arg Pro Lys Glu 
20 25 30 
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cca gga gag aat aga ate aaa cct acc aac aag aag gtg aag ccc aaa 205 
Pro Gly Glu Asn Arg lie Lys Pro Thr Asn Lys Lys Val Lys Pro Lys 
35 40 45 

att cct aaa atg aag gac agg gac tea gec aat tea gca cca aag acg 253 
lie Pro Lys Met Lys Asp Arg Asp Ser Ala Asn Ser Ala Pro Lys Thr 
50 55 ^ 60 

cag tct ate atg atg caa gtg ctg gat aaa ggt cgc ttc cag aaa ccc 301 
Gin Ser lie Met Met Gin Val Leu Asp Lys Gly Arg Phe Gin Lys Pro 
65 70 75 80 

gee get acc ctg agt ctg ctg gcg ggg caa act gta gag ctt cga tgt 349 
Ala Ala Thr Leu Ser Leu Leu Ala Gly Gin Thr Val Glu Leu Arg Cys 

85 90 95 

aaa ggg agt aga att ggg tgg age tac cct gcg tat ctg gac acc ttt 397 
Lys Gly Ser Arg lie Gly Trp Ser Tyr Pro Ala Tyr Leu Asp Thr Phe 
100 105 110 

aag gat tct cgc etc age gtc aag cag aat gag cgc tac ggc cag ttg 445 
Lys Asp Ser Arg Leu Ser Val Lys Gin Asn Glu Arg Tyr Gly Gin Leu 
115 120 125 

act ctg gtc aac tec acc teg gca gac aca ggt gaa ttc age tgc tgg 493 
Thr Leu Val Asn Ser Thr Ser Ala Asp Thr Gly Glu Phe Ser Cys Trp 
130 135 * 140 

gtg cag etc tgc age ggc tac ate tgc agg aag gac gag gee aaa acg 541 
Val Gin Leu Cys Ser Gly Tyr lie Cys Arg Lys Asp Glu Ala Lys Thr 
145 150 155 160 

ggc tec acc tac ate ttt ttt aca gag aaa gga gaa etc ttt gta cct 589 
Gly Ser Thr Tyr lie Phe Phe Thr Glu Lys Gly Glu Leu Phe Val Pro 

165 170 175 

tct ccc age tac ttc gat gtt gtc tac ttg aac ccg gac aga cag get 637 
Ser Pro Ser Tyr Phe Asp Val Val Tyr Leu Asn Pro Asp Arg Gin Ala 
180 185 190 

gtg gtt cct tgt egg gtg acc gtg ctg teg gee aaa gtc acg etc cac 685 
Val Val Pro Cys Arg Val Thr Val Leu Ser Ala Lys Val Thr Leu His 
195 200 205 

agg gaa ttc cca gee aag gag ate cca gee aat gga acggacattgtt 733 
Arg Glu Phe Pro Ala Lys Glu lie Pro Ala Asn Gly Thr Asp lie Val 
210 215 220 

tat gac atg aag egg ggc ttt gtg tat ctg caa cct cat tec gag cac 781 
Tyr Asp Met Lys Arg Gly Phe Val Tyr Leu Gin Pro His Ser Glu His 
225 230 235 240 

cag ggt gtg gtt tac tgc agg gcg gag gee ggg ggc aga tct cag ate 829 
Gin Gly Val Val Tyr Cys Arg Ala Glu Ala Gly Gly Arg Ser Gin He 
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245 



250 



255 



tec gtc aag tac cag ctg etc tac gtg gcg gtt ccc agt ggc cct ccc 877 
Ser Val Lys Tyr Gin Leu Leu Tyr Val Ala Val Pro Ser Gly Pro Pro 
260 265 270 

tea aca acc ate ttg get tct tea aac aaa gtg aaa agt ggg gac gac 925 
Ser Thr Thr lie Leu Ala Ser Ser Asn Lys Val Lys Ser Gly Asp Asp 
275 280 285 

ate agt gtg etc tgc act gtc ctg ggg gag ccc gat gtg gag gtg gag 973 
lie Ser Val Leu Cys Thr Val Leu Gly Glu Pro Asp Val Glu Val Glu 
290 295 300 

ttc acc tgg ate ttc cca ggg cag aag gat gaa agg cct gtg acg ate 1021 
Phe Thr Trp lie Phe Pro Gly Gin Lys Asp Glu Arg Pro Val Thr lie 
305 310 315 320 

caa gac act tgg agg ttg ate cac aga gga ctg gga cac acc acg aga 1069 
Gin Asp Thr Trp Arg Leu lie His Arg Gly Leu Gly His Thr Thr Arg 

325 330 335 

ate tec cag agt gtc att aca gtg gaa gac ttc gag acg att gat gca 1117 
lie Ser Gin Ser Val lie Thr Val Glu Asp Phe Glu Thr lie Asp Ala 
340 345 350 

gga tat tac att tgc act get cag aat ctt caa gga cag acc aca gta 1165 
Gly Tyr Tyr lie Cys Thr Ala Gin Asn Leu Gin Gly Gin Thr Thr Val 
355 360 365 

get acc act gtt gag ttt tec tgacttggaa aaggaaatgt aatgaactta 1216 
Ala Thr Thr Val Glu Phe Ser 
370 375 

tggaaagece atttgtgtac acagtcagct ttggggttcc ttttattagt getttgecag 1276 

aggctgatgt caagcaccac accccaaccc cagcgtctcg tgagtccgac ccagacatcc 1336 

aaactaaaag gaagtcatcc agtctattca cagaagtgtt aacttttcta acagaaagca 1396 

tgattttgat tgcttaccta catacgtgtt cctagttttt atacatgtgt aaacaatttt 1456 

atataatcaa tcatttctat taaatgagca cgtttttgta aaaaat 1502 

<210> 37 

<211> 375 

<212> PRT 

<213> Homo sapiens 

<400> 37 

Met Lys Val Trp Leu Leu Leu Gly Leu Leu Leu Val His Glu Ala Leu 
1 5 10 15 
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Glu Asp Val Thr Gly Gin His Leu Pro Lys Asn Lys Arg Pro Lys Glu 
20 25 30 



Pro Gly Glu Asn Arg lie Lys Pro Thr Asn Lys Lys Val Lys Pro Lys 
35 40 4 5 



lie Pro Lys Met Lys Asp Arg Asp Ser Ala Asn Ser Ala Pro Lys Thr 
50 55 60 



Gin Ser lie Met Met Gin Val Leu Asp Lys Gly Arg Phe Gin Lys Pro 
65 70 75 80 



Ala Ala Thr Leu Ser Leu Leu Ala Gly Gin Thr Val Glu Leu Arg Cys 
85 90 95 



Lys Gly Ser Arg lie Gly Trp Ser Tyr Pro Ala Tyr Leu Asp Thr Phe 
100 105 110 



Lys Asp Ser Arg Leu Ser Val Lys Gin Asn Glu Arg Tyr Gly Gin Leu 
115 120 125 



Thr Leu Val Asn Ser Thr Ser Ala Asp Thr Gly Glu Phe Ser Cys Trp 
130 135 140 



Val Gin Leu Cys Ser Gly Tyr lie Cys Arg Lys Asp Glu Ala Lys Thr 
145 150 155 160 



Gly Ser Thr Tyr lie Phe Phe Thr Glu Lys Gly Glu Leu Phe Val Pro 
165 170 175 



Ser Pro Ser Tyr Phe Asp Val Val Tyr Leu Asn Pro Asp Arg Gin Ala 
180 185 190 



Val Val Pro Cys Arg Val Thr Val Leu Ser Ala Lys Val Thr Leu His 
195 ' 200 205 



Arg Glu Phe Pro Ala Lys Glu lie Pro Ala Asn Gly Thr Asp lie Val 
210 215 220 



Tyr Asp Met Lys Arg Gly Phe Val Tyr Leu Gin Pro His Ser Glu His 
225 230 235 240 
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Gin Gly Val Val Tyr Cys Arg Ala Glu Ala Gly Gly Arg Ser Gin lie 
245 250 255 



Ser Val Lys Tyr Gin Leu Leu Tyr Val Ala Val Pro Ser Gly Pro Pro 
260 265 270 



Ser Thr Thr lie Leu Ala Ser Ser Asn Lys Val Lys Ser Gly Asp Asp 
275 280 285 



lie Ser Val Leu Cys Thr Val Leu Gly Glu Pro Asp Val Glu Val Glu 
290 295 300 



Phe Thr Trp lie Phe Pro Gly Gin Lys Asp Glu Arg Pro Val Thr lie 
305 310 315 320 



Gin Asp Thr Trp Arg Leu lie His Arg Gly Leu Gly His Thr Thr Arg 

325 330 335 



lie Ser Gin Ser Val lie Thr Val Glu Asp Phe Glu Thr lie Asp Ala 
340 345 350 



Gly Tyr Tyr lie Cys Thr Ala Gin Asn Leu Gin Gly Gin Thr Thr Val 

355 360 365 



Ala Thr Thr Val Glu Phe Ser 
370 375 



<210> 38 

<211> 2379 

<212> DNA 

<213> Mus musculus 



<220> 

<221> CDS 

<222> (69) . . (2234) 

<223> SF08, cDNA: NM_019696, Protein: NP_062670 
<400> 38 

agacgcccgc aggaagaaga gaacccacca agaacctcgg cacagcgcgc tcgtcgaccc 60 

ttcccgct atg tgg ggt etc ttg etc gca gtg ace gee ttt gcg cct tec 110 
Met Trp Gly Leu Leu Leu Ala Val Thr Ala Phe Ala Pro Ser 
15 10 
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gtc ggt ctg ggg ctg ggg get ccc age gee tea gtg ccg ggc ctg gcg 158 

Val Gly Leu Gly Leu Gly Ala Pro Ser Ala Ser Val Pro Gly Leu Ala 

15 20 25 30 

ccg ggc tea acc ctg get cca cac age age gtt gca cag ccg tec aca 206 

Pro Gly Ser Thr Leu Ala Pro His Ser Ser Val Ala Gin Pro Ser Thr 

35 40 45 

aag gca aat gag acc tea gaa egg cat gtc egg ctt cga gtc ate aag 254 

Lys Ala Asn Glu Thr Ser Glu Arg His Val Arg Leu Arg Val lie Lys 

50 55 60 

aaa aaa aag ate gtt gtc aag aag cga aag aag eta agg cac cct ggt 302 

Lys Lys Lys lie Val Val Lys Lys Arg Lys Lys Leu Arg His Pro Gly 

65 70 75 

ccc ttg ggg act get agg cct gtg gtg ccc act cac cca gca aag acc 350 

Pro Leu Gly Thr Ala Arg Pro Val Val Pro Thr His Pro Ala Lys Thr 
8 0 8 5 90 

etc act etc cct gag aaa caa gaa cca gga tgt ccc cct eta ggc ttg 398 

Leu Thr Leu Pro Glu Lys Gin Glu Pro Gly Cys Pro Pro Leu Gly Leu 

95 100 105 110 

gag tec ttg agg gtt tea gat age cag ctg gag gec tec age age cag 446 

Glu Ser Leu Arg Val Ser Asp Ser Gin Leu Glu Ala Ser Ser Ser Gin 

115 120 125 

tec ttt ggt ctt gga gca cac cga gga egg etc aat ate cag tea ggt 494 

Ser Phe Gly Leu Gly Ala His Arg Gly Arg Leu Asn lie Gin Ser Gly 

130 135 140 

ctg gag gac ggt gac ctg tat gat ggc get tgg tgc get gag caa caa 542 

Leu Glu Asp Gly Asp Leu Tyr Asp Gly Ala Trp Cys Ala Glu Gin Gin 

145 150 155 

gac act gaa cct tgg ctt cag gtg gat gca aag aat ccc gtc cgc ttc 590 

Asp Thr Glu Pro Trp Leu Gin Val Asp Ala Lys Asn Pro Val Arg Phe 
160 165 170 

gca gga att gtt aca cag ggc aga aac tct gtg tgg agg tat gac tgg 638 

Ala Gly lie Val Thr Gin Gly Arg Asn Ser Val Trp Arg Tyr Asp Trp 

175 180 185 190 

gtc aca tea ttc aag gtc cag ttc age aat gac age cag acc tgg tgg 686 

Val Thr Ser Phe Lys Val Gin Phe Ser Asn Asp Ser Gin Thr Trp Trp 

195 200 205 

aag agt agg aac agt act gga atg gac ata gta ttt cct gee aat tea 734 

Lys Ser Arg Asn Ser Thr Gly Met Asp lie Val Phe Pro Ala Asn Ser 

210 215 220 

gac gca gag acc cca gtg ttg aac ctt ctg cca gag cct cag gtg get 782 

Asp Ala Glu Thr Pro Val Leu Asn Leu Leu Pro Glu Pro Gin Val Ala 
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225 230 235 

cga ttc att cgc ctg ctg cct cag acc tgg ttt cag gga ggt gta cct 830 

Arg Phe lie Arg Leu Leu Pro Gin Thr Trp Phe Gin Gly Gly Val Pro 
240 245 250 

tgc etc egg gca gag ate ctg gee tgc cca gtc tea gat cct aat gac 878 

Cys Leu Arg Ala Glu lie Leu Ala Cys Pro Val Ser Asp Pro Asn Asp 

255 260 265 270 

ctg ttc cct gag gee cac aca ctg gga tct teg aac tct ttg gac ttc 926 

Leu Phe Pro Glu Ala His Thr Leu Gly Ser Ser Asn Ser Leu Asp Phe 

275 280 285 

egg cat cac aat tat aaa get atg aga aag ctg atg aaa cag gtg aat 974 

Arg His His Asn Tyr Lys Ala Met Arg Lys Leu Met Lys Gin Val Asn 
290 295 " 300 

gag cag tgc ccc aac ate acg cgc ate tac age ate ggg aag age cac 1022 

Glu Gin Cys Pro Asn lie Thr Arg lie Tyr Ser lie Gly Lys Ser His 
305 310 315 

cag ggt ttg aag ctg tat gtg atg gaa atg tea gac cat cct ggg gag 1070 

Gin Gly Leu Lys Leu Tyr Val Met Glu Met Ser Asp His Pro Gly Glu 
320 325 330 

cat gag ctg ggc gag ccc gag gtc cgc tac gtg get gga atg cat ggg 1118 

His Glu Leu Gly Glu Pro Glu Val Arg Tyr Val Ala Gly Met His Gly 

335 340 345 350 

aat gag gee ctg ggg egg gag ttg ctt ctg ctt ttg atg cag ttc tta 1166 

Asn Glu Ala Leu Gly Arg Glu Leu Leu Leu Leu Leu Met Gin Phe Leu 

355 360 365 

tgc cat gag ttc ctg cga ggg gac ccg cga gtg act egg ctg etc act 1214 

Cys His Glu Phe Leu Arg Gly Asp Pro Arg Val Thr Arg Leu Leu Thr 
370 375 380 

gag aca cga ate cat eta ttg ccc tec atg aat cct gat ggc tat gag 1262 

Glu Thr Arg lie His Leu Leu Pro Ser Met Asn Pro Asp Gly Tyr Glu 
385 390 395 

act gee tac cac agg ggc tea gag ctg gtg ggc tgg gca gag ggc cgc 1310 

Thr Ala Tyr His Arg Gly Ser Glu Leu Val Gly Trp Ala Glu Gly Arg 
400 405 410 

tgg acc cac cag ggc att gac ctt aac cac aat ttt get gac etc aac 1358 

Trp Thr His Gin Gly lie Asp Leu Asn His Asn Phe Ala Asp Leu Asn 

415 420 425 430 

aca caa ctg tgg tat gca gag gat gat gga ctg gta ccc gac act gtc 1406 

Thr Gin Leu Trp Tyr Ala Glu Asp Asp Gly Leu Val Pro Asp Thr Val 

435 440 445 

ccc aac cat cac ctg cca ctg cct acc tac tat aca ttg ccc aat gee 1454 
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Pro Asn His His Leu Pro Leu Pro Thr Tyr Tyr Thr Leu Pro Asn Ala 
450 455 460 

acc gtg get cct gaa acg tgg gca gtg ate aaa tgg atg aag cgc ate 1502 
Thr Val Ala Pro Glu Thr Trp Ala Val lie Lys Trp Met Lys Arg lie 
465 470 475 

ccg ttt gtg ctg agt gee aac etc cat ggg ggc gag ctt gtg gtg tec 1550 
Pro Phe Val Leu Ser Ala Asn Leu His Gly Gly Glu Leu Val Val Ser 
480 485 490 

tat cct ttc gac atg act egg act ccg tgg get get cgt gaa etc act 1598 
Tyr Pro Phe Asp Met Thr Arg Thr Pro Trp Ala Ala Arg Glu Leu Thr 
495 500 505 510 

ccc aca cca gat gat get gtc ttc cgc tgg etc age act gtc tat get 1646 
Pro Thr Pro Asp Asp Ala Val Phe Arg Trp Leu Ser Thr Val Tyr Ala 
515 520 525 

ggc acg aat agg gee atg cag gat acc gac cgc cga cct tgt cat age 1694 
Gly Thr Asn Arg Ala Met Gin Asp Thr Asp Arg Arg Pro Cys His Ser 
530 535 540 

cag gac ttc tec ttg cat ggc aac gtc ate aat gga gee gac tgg cac 1742 
Gin Asp Phe Ser Leu His Gly Asn Val lie Asn Gly Ala Asp Trp His 
545 550 555 

aca gtt cct ggg age atg aac gac ttc age tac eta cac acc aat tgc 1790 
Thr Val Pro Gly Ser Met Asn Asp Phe Ser Tyr Leu His Thr Asn Cys 
560 5 65 57 0 

ttt gag gtc aca gtg gag ctg tec tgt gac aag ttc cct cat gag aag 1838 
Phe Glu Val Thr Val Glu Leu Ser Cys Asp Lys Phe Pro His Glu Lys 
575 580 585 590 

gag ctg cct cag gag tgg gaa aac aac aaa gat get ctt etc acc tac 1886 
Glu Leu Pro Gin Glu Trp Glu Asn Asn Lys Asp Ala Leu Leu Thr Tyr 
595 600 605 

ctg gag cag gtg cgc atg ggc att act gga gtt gtc egg gat aaa gac 1934 
Leu Glu Gin Val Arg Met Gly lie Thr Gly Val Val Arg Asp Lys Asp 
610 615 620 

aca gag etc ggc att gcg gat get gtc att gec gtg gag ggc att aac 1982 
Thr Glu Leu Gly lie Ala Asp Ala Val lie Ala Val Glu Gly lie Asn 
625 630 635 

cac gat gtt aca aca get tgg ggc gga gat tac tgg egg ctg ctg aca 2030 
His Asp Val Thr Thr Ala Trp Gly Gly Asp Tyr Trp Arg Leu Leu Thr 
640 645 650 

cct ggg gac tat gtg gtg aca gee agt get gag ggt tac cat aca gtc 2078 
Pro Gly Asp Tyr Val Val Thr Ala Ser Ala Glu Gly Tyr His Thr Val 
655 660 665 670 
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aga caa cac tgt cag gtc acc ttt gaa gag ggc cct gtt ccc tgc aat 
Arg Gin His Cys Gin Val Thr Phe Glu Glu Gly Pro Val Pro Cys Asn 
675 680 685 



2126 



ttc eta etc acc aag act ccc aaa gag agg ctt cga gaa ctg ttg gca 2174 
Phe Leu Leu Thr Lys Thr Pro Lys Glu Arg Leu Arg Glu Leu Leu Ala 
690 695 700 

aca cga ggg aag ttg ccc cca gac ctt egg agg aag ctg gag egg ctg 2222 
Thr Arg Gly Lys Leu Pro Pro Asp Leu Arg Arg Lys Leu Glu Arg Leu 
705 710 715 

a 99 99 a ca 9 aa 9 taaegtctte agctgaagag agccacatcc ttggacaggc 2274 
Arg Gly Gin Lys 
720 

tggacctgtc cagaactgaa ggaggagggg gaagagagag ggacggggta gaagaggtgc 2334 
tctggctcat taaagcttcg tggtgcctga taaaaaaaaa aaaaa 2379 

<210> 39 

<211> 722 

<212> PRT 

<213> Mus musculus 

<400> 39 

Met Trp Gly Leu Leu Leu Ala Val Thr Ala Phe Ala Pro Ser Val Gly 
1 5 10 15 



Leu Gly Leu Gly Ala Pro Ser Ala Ser Val Pro Gly Leu Ala Pro Gly 
20 25 30 



Ser Thr Leu Ala Pro His Ser Ser Val Ala Gin Pro Ser Thr Lys Ala 
35 40 45 



Asn Glu Thr Ser Glu Arg His Val Arg Leu Arg Val lie Lys Lys Lys 
50 55 60 



Lys lie Val Val Lys Lys Arg Lys Lys Leu Arg His Pro Gly Pro Leu 
65 70 75 80 



Gly Thr Ala Arg Pro Val Val Pro Thr His Pro Ala Lys Thr Leu Thr 
85 90 95 



Leu Pro Glu Lys Gin Glu Pro Gly Cys Pro Pro Leu Gly Leu Glu Ser 
100 105 110 



65 



Leu Arg Val Ser Asp Ser Gin Leu Glu Ala Ser Ser Ser Gin Ser Phe 
115 ~ 120 125 



Gly Leu Gly Ala His Arg Gly Arg Leu Asn lie Gin Ser Gly Leu Glu 
130 135 140 



Asp Gly Asp Leu Tyr Asp Gly Ala Trp Cys Ala Glu Gin Gin Asp Thr 
145 150 155 160 



Glu Pro Trp Leu Gin Val Asp Ala Lys Asn Pro Val Arg Phe Ala Gly 

165 170 175 



lie Val Thr Gin Gly Arg Asn Ser Val Trp Arg Tyr Asp Trp Val Thr 
180 185 190 



Ser Phe Lys Val Gin Phe Ser Asn Asp Ser Gin Thr Trp Trp Lys Ser 
195 200 205 



Arg Asn Ser Thr Gly Met Asp lie Val Phe Pro Ala Asn Ser Asp Ala 
210 215 220 



Glu Thr Pro Val Leu Asn Leu Leu Pro Glu Pro Gin Val Ala Arg Phe 
225 230 235 240 



lie Arg Leu Leu Pro Gin Thr Trp Phe Gin Gly Gly Val Pro Cys Leu 
245 250 255 



Arg Ala Glu lie Leu Ala Cys Pro Val Ser Asp Pro Asn Asp Leu Phe 
260 265 270 



Pro Glu Ala His Thr Leu Gly Ser Ser Asn Ser Leu Asp Phe Arg His 
275 280 285 



His Asn Tyr Lys Ala Met Arg Lys Leu Met Lys Gin Val Asn Glu Gin 
290 295 300 



Cys Pro Asn lie Thr Arg lie Tyr Ser lie Gly Lys Ser His Gin Gly 
305 310 315 320 



Leu Lys Leu Tyr Val Met Glu Met Ser Asp His Pro Gly Glu His Glu 

325 330 335 
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Leu Gly Glu Pro Glu Val Arg Tyr Val Ala Gly Met His Gly Asn Glu 
340 345 350 



Ala Leu Gly Arg Glu Leu Leu Leu Leu Leu Met Gin Phe Leu Cys His 
355 360 365 



Glu Phe Leu Arg Gly Asp Pro Arg Val Thr Arg Leu Leu Thr Glu Thr 
370 " " 375 " 380 



Arg lie His Leu Leu Pro Ser Met Asn Pro Asp Gly Tyr Glu Thr Ala 
385 390 395 400 



Tyr His Arg Gly Ser Glu Leu Val Gly Trp Ala Glu Gly Arg Trp Thr 

405 410 415 



His Gin Gly lie Asp Leu Asn His Asn Phe Ala Asp Leu Asn Thr Gin 
420 425 430 



Leu Trp Tyr Ala Glu Asp Asp Gly Leu Val Pro Asp Thr Val Pro Asn 
435 440 445 



His His Leu Pro Leu Pro Thr Tyr Tyr Thr Leu Pro Asn Ala Thr Val 
450 455 460 



Ala Pro Glu Thr Trp Ala Val lie Lys Trp Met Lys Arg lie Pro Phe 
465 470 475 480 



Val Leu Ser Ala Asn Leu His Gly Gly Glu Leu Val Val Ser Tyr Pro 

485 490 495 



Phe Asp Met Thr Arg Thr Pro Trp Ala Ala Arg Glu Leu Thr Pro Thr 
500 505 510 



Pro Asp Asp Ala Val Phe Arg Trp Leu Ser Thr Val Tyr Ala Gly Thr 
515 ~ 520 525 



Asn Arg Ala Met Gin Asp Thr Asp Arg Arg Pro Cys His Ser Gin Asp 
530 535 540 



Phe Ser Leu His Gly Asn Val lie Asn Gly Ala Asp Trp His Thr Val 
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545 



550 



555 



560 



Pro Gly Ser Met Asn Asp Phe Ser Tyr Leu His Thr Asn Cys Phe Glu 
565 570 575 



Val Thr Val Glu Leu Ser Cys Asp Lys Phe Pro His Glu Lys Glu Leu 
580 585 590 



Pro Gin Glu Trp Glu Asn Asn Lys Asp Ala Leu Leu Thr Tyr Leu Glu 
595 600 605 



Gin Val Arg Met Gly lie Thr Gly Val Val Arg Asp Lys Asp Thr Glu 
610 615 620 



Leu Gly lie Ala Asp Ala Val lie Ala Val Glu Gly lie Asn His Asp 
625 630 635 640 



Val Thr Thr Ala Trp Gly Gly Asp Tyr Trp Arg Leu Leu Thr Pro Gly 

645 650 655 



Asp Tyr Val Val Thr Ala Ser Ala Glu Gly Tyr His Thr Val Arg Gin 
660 665 670 



His Cys Gin Val Thr Phe Glu Glu Gly Pro Val Pro Cys Asn Phe Leu 
675 680 685 



Leu Thr Lys Thr Pro Lys Glu Arg Leu Arg Glu Leu Leu Ala Thr Arg 
690 695 700 



Gly Lys Leu Pro Pro Asp Leu Arg Arg Lys Leu Glu Arg Leu Arg Gly 
705 710 715 720 



Gin Lys 



<210> 40 

<211> 2390 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 
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<222> (65) . . (2266) 

<223> SF08, cDNA: NM_019609, Protein: NP_062555 



<400> 40 

cggcaggaag agaccgaccc gccacccgcc gtagcccgcg cgcccctggc actcaatccc 60 

cgcc atg tgg ggg etc ctg etc gec ctg gec gec ttc gcg ccg gec gtc 109 
Met Trp Gly Leu Leu Leu Ala Leu Ala Ala Phe Ala Pro Ala Val 
15 10 15 

ggc ccg get ctg ggg gcg ccc agg aac teg gtg ctg ggc etc gcg cag 157 
Gly Pro Ala Leu Gly Ala Pro Arg Asn Ser Val Leu Gly Leu Ala Gin 
20 25 30 

ccc ggg ace acc aag gtc cca ggc teg acc ccg gee ctg cat age age 205 
Pro Gly Thr Thr Lys Val Pro Gly Ser Thr Pro Ala Leu His Ser Ser 
35 ^ 4 0 4 5 

ccg gca cag ccg ccg gcg gag aca get aac ggg acc tea gaa cag cat 253 
Pro Ala Gin Pro Pro Ala Glu Thr Ala Asn Gly Thr Ser Glu Gin His 
50 55 60 

gtc egg att cga gtc ate aag aag aaa aag gtc att atg aag aag egg 301 
Val Arg lie Arg Val lie Lys Lys Lys Lys Val lie Met Lys Lys Arg 
65 70 75 

aag aag eta act eta act cgc ccc acc cca ctg gtg act gee ggg ccc 349 
Lys Lys Leu Thr Leu Thr Arg Pro Thr Pro Leu Val Thr Ala Gly Pro 
80 85 " 90 95 

ctt gtg acc ccc act cca gca ggg acc etc gac ccc get gag aaa caa 397 
Leu Val Thr Pro Thr Pro Ala Gly Thr Leu Asp Pro Ala Glu Lys Gin 
100 105 110 

gaa aca ggc tgt cct cct ttg ggt ctg gag tec ctg cga gtt tea gat 445 
Glu Thr Gly Cys Pro Pro Leu Gly Leu Glu Ser Leu Arg Val Ser Asp 
115 120 125 

age egg ctt gag gca tec age age cag tec ttt ggt ctt gga cca cac 493 
Ser Arg Leu Glu Ala Ser Ser Ser Gin Ser Phe Gly Leu Gly Pro His 
130 135 140 

cga gga egg etc aac att cag tea ggc ctg gag gac ggc gat eta tat 541 
Arg Gly Arg Leu Asn lie Gin Ser Gly Leu Glu Asp Gly Asp Leu Tyr 
145 150 155 

gat gga gec tgg tgt get gag gag cag gac gee gat cca tgg ttt cag 589 
Asp Gly Ala Trp Cys Ala Glu Glu Gin Asp Ala Asp Pro Trp Phe Gin 
160 165 170 175 

gtg gac get ggg cac ccc acc cgc ttc teg ggt gtt ate aca cag ggc 637 
Val Asp Ala Gly His Pro Thr Arg Phe Ser Gly Val lie Thr Gin Gly 
180 185 190 

agg aac tct gtc tgg agg tat gac tgg gtc aca tea tac aag gtc cag 685 
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Arg Asn Ser Val Trp Arg Tyr Asp Trp Val Thr Ser Tyr Lys Val Gin 
195 200 2 05 

ttc age aat gac agt egg acc tgg tgg gga agt agg aac cac age agt 733 
Phe Ser Asn Asp Ser Arg Thr Trp Trp Gly Ser Arg Asn His Ser Ser 
210 215 220 

ggg atg gac gca gta ttt cct gee aat tea gac cca gaa act cca gtg 781 
Gly Met Asp Ala Val Phe Pro Ala Asn Ser Asp Pro Glu Thr Pro Val 
225 230 235 

ctg aac etc ctg ccg gag ccc cag gtg gec cgc ttc att cgc ctg ctg 829 
Leu Asn Leu Leu Pro Glu Pro Gin Val Ala Arg Phe lie Arg Leu Leu 
240 245 250 255 

ccc cag acc tgg etc cag gga ggc gcg cct tgc etc egg gca gag ate 877 
Pro Gin Thr Trp Leu Gin Gly Gly Ala Pro Cys Leu Arg Ala Glu lie 
260 265 270 

ctg gee tgc cca gtc tea gac ccc aat gac eta ttc ctt gag gee cct 925 
Leu Ala Cys Pro Val Ser Asp Pro Asn Asp Leu Phe Leu Glu Ala Pro 
275 280 285 

gcg teg gga tec tct gac cct eta gac ttt cag cat cac aat tac aag 973 
Ala Ser Gly Ser Ser Asp Pro Leu Asp Phe Gin His His Asn Tyr Lys 
290 295 300 

gee atg agg aag ctg atg aag cag gta caa gag caa tgc ccc aac ate 1021 
Ala Met Arg Lys Leu Met Lys Gin Val Gin Glu Gin Cys Pro Asn lie 
305 310 315 

acc cgc ate tac age att ggg aag age tac cag ggc ctg aag ctg tat 1069 
Thr Arg lie Tyr Ser lie Gly Lys Ser Tyr Gin Gly Leu Lys Leu Tyr 
320 325 330 335 

gtg atg gaa atg teg gac aag cct ggg gag cat gag ctg ggg gag cct 1117 
Val Met Glu Met Ser Asp Lys Pro Gly Glu His Glu Leu Gly Glu Pro 

340 345 350 

gag gtg cgc tac gtg get ggc atg cat ggg aac gag gee ctg ggg egg 1165 
Glu Val Arg Tyr Val Ala Gly Met His Gly Asn Glu Ala Leu Gly Arg 
355 360 365 

gag ttg ctt ctg etc ctg atg cag ttc ctg tgc cat gag ttc ctg cga 1213 
Glu Leu Leu Leu Leu Leu Met Gin Phe Leu Cys His Glu Phe Leu Arg 
370 375 380 

ggg aac cca egg gtg acc egg ctg etc tct gag atg cgc att cac ctg 1261 
Gly Asn Pro Arg Val Thr Arg Leu Leu Ser Glu Met Arg lie His Leu 
385 390 395 

ctg ccc tec atg aac cct gat ggc tat gag ate gee tac cac egg ggt 1309 
Leu Pro Ser Met Asn Pro Asp Gly Tyr Glu lie Ala Tyr His Arg Gly 
400 405 410 415 
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tea gag ctg gtg ggc tgg gec gag ggc cgc tgg aac aac cag age ate 1357 
Ser Glu Leu Val Gly Trp Ala Glu Gly Arg Trp Asn Asn Gin Ser lie 
420 425 430 

gat ctt aac cat aat ttt get gac etc aac aca cca ctg tgg gaa gca 1405 
Asp Leu Asn His Asn Phe Ala Asp Leu Asn Thr Pro Leu Trp Glu Ala 
435 440 445 

cag gac gat ggg aag gtg ccc cac ate gtc ccc aac cat cac ctg cca 1453 
Gin Asp Asp Gly Lys Val Pro His lie Val Pro Asn His His Leu Pro 
4 50 4 55 4 60 



ttg ccc act tac tac acc ctg ccc aat gee acc gtg get cct gaa acg 
Leu Pro Thr Tyr Tyr Thr Leu Pro Asn Ala Thr Val Ala Pro Glu Thr 
465 " 470 475 



ggc att gca gga gtg gtg agg gac aag gac acg gag ctt ggg att get 
Gly lie Ala Gly Val Val Arg Asp Lys Asp Thr Glu Leu Gly lie Ala 
625 630 635 



1501 



egg gca gta ate aag tgg atg aag egg ate ccc ttt gtg eta agt gee 1549 
Arg Ala Val lie Lys Trp Met Lys Arg lie Pro Phe Val Leu Ser Ala 
480 485 490 495 

aac etc cac ggg ggt gag etc gtg gtg tec tac cca ttc gac atg act 1597 
Asn Leu His Gly Gly Glu Leu Val Val Ser Tyr Pro Phe Asp Met Thr 

500 505 510 

cgc acc ccg tgg get gee cgc gag etc acg ccc aca cca gat gat get 1645 
Arg Thr Pro Trp Ala Ala Arg Glu Leu Thr Pro Thr Pro Asp Asp Ala 
515 520 525 

gtg ttt cgc tgg etc age act gtc tat get ggc agt aat ctg gee atg 1693 
Val Phe Arg Trp Leu Ser Thr Val Tyr Ala Gly Ser Asn Leu Ala Met 
530 535 540 

cag gac acc age cgc cga ccc tgc cac age cag gac ttc tec gtg cac 1741 
Gin Asp Thr Ser Arg Arg Pro Cys His Ser Gin Asp Phe Ser Val His 
545 550 555 

ggc aac ate ate aac ggg get gac tgg cac acg gtc ccc ggg age atg 1789 
Gly Asn lie lie Asn Gly Ala Asp Trp His Thr Val Pro Gly Ser Met 
560 565 570 575 

aat gac ttc age tac eta cac acc aac tgc ttt gag gtc act gtg gag 1837 
Asn Asp Phe Ser Tyr Leu His Thr Asn Cys Phe Glu Val Thr Val Glu 

580 585 590 

ctg tec tgt gac aag ttc cct cac gag aat gaa ttg ccc cag gag tgg 1885 
Leu Ser Cys Asp Lys Phe Pro His Glu Asn Glu Leu Pro Gin Glu Trp 
595 600 605 

gag aac aac aaa gac gee etc etc acc tac ctg gag cag gtg cgc atg 1933 
Glu Asn Asn Lys Asp Ala Leu Leu Thr Tyr Leu Glu Gin Val Arg Met 
610 615 62 0 



1981 
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gac get gtc att gec gtg gat ggg att aac cat gac gtg acc acg gcg 
Asp Ala Val lie Ala Val Asp Gly lie Asn His Asp Val Thr Thr Ala 
640 645 650 655 



2029 



tgg ggc ggg gat tat tgg cgt ctg ctg acc cca ggg gac tac atg gtg 2077 
Trp Gly Gly Asp Tyr Trp Arg Leu Leu Thr Pro Gly Asp Tyr Met Val 
660 665 670 

act gec agt gec gag ggc tac cat tea gtg aca egg aac tgt egg gtc 2125 
Thr Ala Ser Ala Glu Gly Tyr His Ser Val Thr Arg Asn Cys Arg Val 
675 680 685 

acc ttt gaa gag ggc ccc ttc ccc tgc aat ttc gtg etc acc aag act 2173 
Thr Phe Glu Glu Gly Pro Phe Pro Cys Asn Phe Val Leu Thr Lys Thr 
690 695 700 

ccc aaa cag agg ctg cgc gag ctg ctg gca get ggg gec aag gtg ccc 2221 
Pro Lys Gin Arg Leu Arg Glu Leu Leu Ala Ala Gly Ala Lys Val Pro 
705 710 715 

ccg gac ctt cgc agg cgc ctg gag egg eta agg gga cag aag gat 2266 
Pro Asp Leu Arg Arg Arg Leu Glu Arg Leu Arg Gly Gin Lys Asp 
720 725 730 

tgatacctgc ggtttaagag ccctagggca ggctggacct gtcaagaegg gaaggggaag 2326 

agtagagagg gagggacaaa gtgaggaaaa ggtgctcatt aaagctaccg ggcaccttag 2386 

ctca 2390 



<210> 41 

<211> 734 

<212> PRT 

<213> Homo sapiens 

<400> 41 

Met Trp Gly Leu Leu Leu Ala Leu Ala Ala Phe Ala Pro Ala Val Gly 
1 5 10 15 



Pro Ala Leu Gly Ala Pro Arg Asn Ser Val Leu Gly Leu Ala Gin Pro 
20 25 30 



Gly Thr Thr Lys Val Pro Gly Ser Thr Pro Ala Leu His Ser Ser Pro 
35 4 0 4 5 



Ala Gin Pro Pro Ala Glu Thr Ala Asn Gly Thr Ser Glu Gin His Val 
50 55 60 
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Arg lie Arg Val lie Lys Lys Lys Lys Val lie Met Lys Lys Arg Lys 
65 70 75 80 



Lys Leu Thr Leu Thr Arg Pro Thr Pro Leu Val Thr Ala Gly Pro Leu 
85 90 95 



Val Thr Pro Thr Pro Ala Gly Thr Leu Asp Pro Ala Glu Lys Gin Glu 
100 105 110 



Thr Gly Cys Pro Pro Leu Gly Leu Glu Ser Leu Arg Val Ser Asp Ser 
115 120 125 



Arg Leu Glu Ala Ser Ser Ser Gin Ser Phe Gly Leu Gly Pro His Arg 
130 135 140 



Gly Arg Leu Asn lie Gin Ser Gly Leu Glu Asp Gly Asp Leu Tyr Asp 
145 150 155 160 



Gly Ala Trp Cys Ala Glu Glu Gin Asp Ala Asp Pro Trp Phe Gin Val 

165 170 175 



Asp Ala Gly His Pro Thr Arg Phe Ser Gly Val lie Thr Gin Gly Arg 
180 185 190 



Asn Ser Val Trp Arg Tyr Asp Trp Val Thr Ser Tyr Lys Val Gin Phe 
195 200 205 



Ser Asn Asp Ser Arg Thr Trp Trp Gly Ser Arg Asn His Ser Ser Gly 
210 215 220 



Met Asp Ala Val Phe Pro Ala Asn Ser Asp Pro Glu Thr Pro Val Leu 
225 230 235 240 



Asn Leu Leu Pro Glu Pro Gin Val Ala Arg Phe lie Arg Leu Leu Pro 

245 250 255 



Gin Thr Trp Leu Gin Gly Gly Ala Pro Cys Leu Arg Ala Glu lie Leu 
260 265 270 



Ala Cys Pro Val Ser Asp Pro Asn Asp Leu Phe Leu Glu Ala Pro Ala 
275 280 285 
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Ser Gly Ser Ser Asp Pro Leu Asp Phe Gin His His Asn Tyr Lys Ala 
290 295 300 



Met Arg Lys Leu Met Lys Gin Val Gin Glu Gin Cys Pro Asn lie Thr 
305 ~ 310 315 320 



Arg lie Tyr Ser lie Gly Lys Ser Tyr Gin Gly Leu Lys Leu Tyr Val 
325 330 335 



Met Glu Met Ser Asp Lys Pro Gly Glu His Glu Leu Gly Glu Pro Glu 
340 345 350 



Val Arg Tyr Val Ala Gly Met His Gly Asn Glu Ala Leu Gly Arg Glu 
355 360 365 



Leu Leu Leu Leu Leu Met Gin Phe Leu Cys His Glu Phe Leu Arg Gly 
370 375 380 



Asn Pro Arg Val Thr Arg Leu Leu Ser Glu Met Arg lie His Leu Leu 
385 390 395 400 



Pro Ser Met Asn Pro Asp Gly Tyr Glu lie Ala Tyr His Arg Gly Ser 
405 410 415 



Glu Leu Val Gly Trp Ala Glu Gly Arg Trp Asn Asn Gin Ser lie Asp 
420 425 430 



Leu Asn His Asn Phe Ala Asp Leu Asn Thr Pro Leu Trp Glu Ala Gin 
435 440 445 



Asp Asp Gly Lys Val Pro His lie Val Pro Asn His His Leu Pro Leu 
4 50 * 4 55 4 60 



Pro Thr Tyr Tyr Thr Leu Pro Asn Ala Thr Val Ala Pro Glu Thr Arg 
465 470 475 480 



Ala Val lie Lys Trp Met Lys Arg lie Pro Phe Val Leu Ser Ala Asn 

485 490 495 



Leu His Gly Gly Glu Leu Val Val Ser Tyr Pro Phe Asp Met Thr Arg 
500 505 510 
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Thr Pro Trp Ala Ala Arg Glu Leu Thr Pro Thr Pro Asp Asp Ala Val 
515 520 525 



Phe Arg Trp Leu Ser Thr Val Tyr Ala Gly Ser Asn Leu Ala Met Gin 
530 " 535 540 



Asp Thr Ser Arg Arg Pro Cys His Ser Gin Asp Phe Ser Val His Gly 
545 550 555 560 



Asn lie lie Asn Gly Ala Asp Trp His Thr Val Pro Gly Ser Met Asn 

565 570 575 



Asp Phe Ser Tyr Leu His Thr Asn Cys Phe Glu Val Thr Val Glu Leu 
580 585 590 



Ser Cys Asp Lys Phe Pro His Glu Asn Glu Leu Pro Gin Glu Trp Glu 
595 " 600 605 



Asn Asn Lys Asp Ala Leu Leu Thr Tyr Leu Glu Gin Val Arg Met Gly 
610 615 620 



lie Ala Gly Val Val Arg Asp Lys Asp Thr Glu Leu Gly lie Ala Asp 
625 630 635 640 



Ala Val lie Ala Val Asp Gly lie Asn His Asp Val Thr Thr Ala Trp 

645 650 655 



Gly Gly Asp Tyr Trp Arg Leu Leu Thr Pro Gly Asp Tyr Met Val Thr 
660 665 670 



Ala Ser Ala Glu Gly Tyr His Ser Val Thr Arg Asn Cys Arg Val Thr 
675 680 685 



Phe Glu Glu Gly Pro Phe Pro Cys Asn Phe Val Leu Thr Lys Thr Pro 
690 695 700 



Lys Gin Arg Leu Arg Glu Leu Leu Ala Ala Gly Ala Lys Val Pro Pro 
705 710 715 720 



Asp Leu Arg Arg Arg Leu Glu Arg Leu Arg Gly Gin Lys Asp 



75 



725 



730 



<210> 42 

<211> 1815 

<212> DNA 

<213> Mus musculus 



<220> 

<221> CDS 

<222> (98) . . (532) 

<223> SF09, cDNA: NM_139295, Protein: NP_647456 
<400> 42 

gtgcggagaa aagcgtccca gggacggcag ctggcaaggt tcacgttgga gtgcttcgcg 60 

actgcgtcgg ggattatcgg ggtacccacc cggaagc atg gca acc eta cag ctg 115 

Met Ala Thr Leu Gin Leu 
1 5 

etc aga get ccc ttg ctg tgt gtc ctg ctt tgg gtc ttt tgt get cca 163 
Leu Arg Ala Pro Leu Leu Cys Val Leu Leu Trp Val Phe Cys Ala Pro 
10 15 20 

ggt gee aga gee cat gac cat ggg get gat gtc cat cat ggc age gtg 211 
Gly Ala Arg Ala His Asp His Gly Ala Asp Val His His Gly Ser Val 
25 30 35 

ggc ctg gat aag age aca gtg cac gac caa gag cac ate atg gaa cat 259 
Gly Leu Asp Lys Ser Thr Val His Asp Gin Glu His lie Met Glu His 
40 45 50 

ctg gaa ggt gtc ate gac cag cca gag gcg gag atg tec cca cag gaa 307 
Leu Glu Gly Val lie Asp Gin Pro Glu Ala Glu Met Ser Pro Gin Glu 
55 60 65 70 

ctg cag etc cat tac ttc aaa atg cat gat tac gac ggc aac agt ttg 355 
Leu Gin Leu His Tyr Phe Lys Met His Asp Tyr Asp Gly Asn Ser Leu 
75 80 85 

ctt gac ggc eta gag etc tec ata gee ate act cac gtg cac aag gag 403 
Leu Asp Gly Leu Glu Leu Ser lie Ala lie Thr His Val His Lys Glu 
90 95 100 

gag ggg agt gag cag gcg cca gtc atg age gag gat gag etc gtc age 451 
Glu Gly Ser Glu Gin Ala Pro Val Met Ser Glu Asp Glu Leu Val Ser 
105 110 115 

ate ata gat ggt gtc ctg agg gac gat gac aag aac aat gac ggc tac 499 
lie lie Asp Gly Val Leu Arg Asp Asp Asp Lys Asn Asn Asp Gly Tyr 
120 125 130 

ate gac tac get gag ttt gca aag tea ctg cag tagaccgttg gctctttcct 552 
lie Asp Tyr Ala Glu Phe Ala Lys Ser Leu Gin 



76 



135 


140 


145 








ttgtgcacat 


gtgacccttg 


ctaatgtgat 


ggacgtgtct 


ggtaatgcga 


aacaacttat 


612 


ttccgtctac 


tgctcagcac 


tttggtaaga 


gcctgtggca 


gtctgtaaga 


gtggggtgag 


672 


gaagaagcca 


catgactgtg 


gagagaagtg 


ggacaggcct 


cagtccctag 


aggtgtgttt 


732 


aagcttgttg 


ggcaagagcc 


ggatgcggat 


cttcggaagg 


gcggtgggta 


tcccgagttc 


792 


tcaggaatcc 


gactgtagaa 


tgccactctg 


acttcttgat 


gttaatccat 


gctacctaaa 


852 


gtaaagacag 


gctgcttggc 


caagtggaca 


cacttgagaa 


acagtggagg 


gagagtgtga 


912 


aagccacacg 


cttgccctgg 


ttggtcctgt 


ctttaggcag 


atgtggtcag 


tattctgttc 


972 


cccaggcata 


cagcatcata 


tattaaagcc 


acagcagaag 


aggaatgtcg 


cccactgagg 


1032 


ccacccagat 


gcagagtcta 


ggattccttg 


cccactggcc 


ttttggaaat 


gaagcaccac 


1092 


tggcctgaat 


aattagcatt 


ttccagatct 


tcagtatctt 


ccacaactac 


tgccataccc 


1152 


tgtgttgtat 


catttgacca 


ggagggaaac 


cttgaattgg 


ggtgtgttct 


ctaatcactt 


1212 


tccactgtct 


gagctttcct 


gacccctgta 


ttgtatcctt 


gctcccaggg 


ctcccttcat 


1272 


ggcttgtgaa 


ctgttaactt 


ggtatctcag 


gttaaactgt 


cagctggtct 


agcctgagcg 


1332 


aggcctgaga 


ccatcagtca 


ctaagagcag 


tggctaacct 


catcgaagtt 


ggaaggaatg 


1392 


tttttaaaat 


tacctcttcg 


agcctgaata 


caaagaataa 


aagaataaaa 


gaattctttt 


1452 


aatttcaggg 


aagatcagaa 


aagaaagcct 


aaagcccttt 


agcgttgtga 


acctcagtag 


1512 


tagctgaaag 


agaagctgcc 


acaggttgta 


cttgctctgt 


gagatgttgt 


agacattccg 


1572 


taagagaatc 


cagaatgata 


gcaggatcag 


gaaagaaatg 


gagccaaatc 


tgctctaagg 


1632 


tgaatagaga 


cttatttttc 


tttattaaag 


tattcttgta 


agacagtttt 


ctgtgtcaag 


1692 


tatttgtgaa 


atcagagctg 


acatgtaagc 


tattcttgta 


atatctcatt 


attttgaaag 


1752 


atttatataa 


tgaactctgg 


ctatctgaca 


ataaaatgga 


tgaaaaagca 


aaaaaaaaaa 


1812 


aaa 












1815 


<210> 43 
<211> 145 
<212> PRT 
<213> Mus 


musculus 













<400> 43 

Met Ala Thr Leu Gin Leu Leu Arg Ala Pro Leu Leu Cys Val Leu Leu 



1 



5 



10 



15 



Trp Val Phe Cys Ala Pro Gly Ala Arg Ala His Asp His Gly Ala Asp 
20 25 30 



Val His His Gly Ser Val Gly Leu Asp Lys Ser Thr Val His Asp Gin 
35 40 45 



Glu His lie Met Glu His Leu Glu Gly Val lie Asp Gin Pro Glu Ala 
50 55 60 



Glu Met Ser Pro Gin Glu Leu Gin Leu His Tyr Phe Lys Met His Asp 
65 70 75 80 



Tyr Asp Gly Asn Ser Leu Leu Asp Gly Leu Glu Leu Ser lie Ala lie 

85 90 95 



Thr His Val His Lys Glu Glu Gly Ser Glu Gin Ala Pro Val Met Ser 
100 105 110 



Glu Asp Glu Leu Val Ser lie lie Asp Gly Val Leu Arg Asp Asp Asp 
115 120 125 



Lys Asn Asn Asp Gly Tyr lie Asp Tyr Ala Glu Phe Ala Lys Ser Leu 
130 135 140 



Gin 
145 



<210> 44 

<211> 4144 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (95) . . (532) 

<223> SF09, cDNA: NM_139279, Protein: NP_644808 
<400> 44 

ggggcgaagc cgaggaagag cgttttgggg acgggggctg gtgaggctca cgttggaggg 60 

cttcgcgtct gcttcggaga ccgtaaggat attg atg acc atg aga tec ctg etc 115 

Met Thr Met Arg Ser Leu Leu 



78 



1 



5 



aga acc ccc ttc ctg tgt ggc ctg etc tgg gec ttt tgt gec cca ggc 163 
Arg Thr Pro Phe Leu Cys Gly Leu Leu Trp Ala Phe Cys Ala Pro Gly 
10 15 20 

gec agg get gag gag cct gca gee age ttc tec caa ccc ggc age atg 211 
Ala Arg Ala Glu Glu Pro Ala Ala Ser Phe Ser Gin Pro Gly Ser Met 
25 30 35 

ggc ctg gat aag aac aca gtg cac gac caa gag cat ate atg gag cat 259 
Gly Leu Asp Lys Asn Thr Val His Asp Gin Glu His lie Met Glu His 
40 45 50 55 

eta gaa ggt gtc ate aac aaa cca gag gcg gag atg teg cca caa gaa 307 
Leu Glu Gly Val lie Asn Lys Pro Glu Ala Glu Met Ser Pro Gin Glu 

60 65 70 

ttg cag etc cat tac ttc aaa atg cat gat tat gat ggc aat aat ttg 355 
Leu Gin Leu His Tyr Phe Lys Met His Asp Tyr Asp Gly Asn Asn Leu 
75 80 85 

ctt gat ggc tta gaa etc tec aca gec ate act cat gtc cat aag gag 403 
Leu Asp Gly Leu Glu Leu Ser Thr Ala lie Thr His Val His Lys Glu 
90 95 100 

gaa ggg agt gaa cag gca cca eta atg agt gaa gat gaa ctg att aac 451 
Glu Gly Ser Glu Gin Ala Pro Leu Met Ser Glu Asp Glu Leu lie Asn 
105 110 115 

ata ata gat ggt gtt ttg aga gat gat gac aag aac aat gat gga tac 499 
lie lie Asp Gly Val Leu Arg Asp Asp Asp Lys Asn Asn Asp Gly Tyr 
120 ~ 125 ~ 130 135 

att gac tat get gaa ttt gca aaa tea ctg cag tagatgttat ttggccatct 552 
lie Asp Tyr Ala Glu Phe Ala Lys Ser Leu Gin 
140 145 

cctggttata tacaaatgtg accegtgata atgtgattga acactttagt aatgcaaaat 612 

aactcatttc caactactgc tgcagcattt tggtaaaaac ctgtagcgat tegttacact 672 

ggggtgagaa gagataagag aaatgaaaga gaagagaaat gggacatcta atagtcccta 732 

agtgctatta aataccttat tggacaaggg ettgettcaa gcatctgtat tagtctgtat 792 

taatgetget gataaagacg tacccgagac tgggaagaaa aagaggttta cttggactta 852 

cagttccaca tggctgggga ggcctcagaa tcatggcggg aggtgaaagg cacttcttac 912 

atggcagcaa gagaaaatga ggaagaagca aaagtggaaa cccctgataa gecatcagat 972 

cttgtgaaac ttattcacta tcacaagaat agcatgggaa agactggccc ccatgattca 1032 

attacctccc cttgggtctc tcccacaaca cgtgggaatt ctggtagata caatttcaag 1092 



79 



ttgagatttg 


ggtggggaca 


tagccaaacc 


atatcattct 


acccctggcc 


cctccaaatc 


1152 


tcatgtcctc 


actattcaaa 


accaatcatg 


ccttcctaac 


agtcccccaa 


agtcttaact 


1212 


cttttcagca 


ttaacgcaaa 


aatccacagt 


ccaaagtctc 


atctgagaca 


aggcaagtcc 


1272 


cttccaccta 


tgagcctgta 


aaatcaaaag 


caagctagtt 


acttcctaga 


taccaacagg 


1332 


ggtacaggta 


ttgattaaag 


acggctgttc 


caaatgggag 


aaattggcca 


aaataaaggg 


1392 


gttacagggc 


ccatgcaagt 


ccgaaatcca 


gcagggctgt 


caaattttaa 


agttccagaa 


1452 


taatctcctt 


tgactccagg 


tctcacatcc 


aggtcatact 


gatgcaagaa 


gtgggttccc 


1512 


atggtcttgg 


gcagctctgc 


ccctgtggct 


ttgtagggta 


cagcctccct 


cctggctgct 


1572 


ttcacggctg 


ttgttcagtg 


cctgcggctt 


ttccaggtgc 


acggtgcaag 


ctgttggtgg 


1632 


atctaccatt 


ctggggtctg 


gaggacggtg 


gccctcttct 


cacagctcca 


ctaggcagtg 


1692 


ccccagtagg 


gactctgtgt 


gggggctccc 


acaccacatt 


tcccttctgc 


actgccctag 


1752 


cagaggttct 


ctcccctgcc 


gctgagaggg 


cctctcccct 


gcagcaaacg 


tttgcctggg 


1812 


cattgaggca 


tttccataca 


tcttctgaaa 


actaggcgga 


ggtttccaaa 


tctcaattct 


1872 


tgacttctgt 


gcacctgcag 


gcttaacagc 


acatagaagc 


tgccaaggct 


tggggcttcc 


1932 


actctgaagc 


cacagcccga 


gctgtatgtt 


ggcccctttc 


agccatggct 


ggagtggctg 


1992 


ggacacaaga 


caccaagtcc 


ctaggctgca 


cacacatgtc 


aggggctgcc 


ctgacatggc 


2052 


ctggagacat 


tttccccatg 


gtgttgggga 


ttaacattag 


gctccttgct 


acttatgcaa 


2112 


atttctgcag 


ctggcttgaa 


tttctcccca 


gaaaatgggt 


ttttcttttc 


tattgcatag 


2172 


tcaggctgca 


aatttccaaa 


cttttatgct 


ttgcttccct 


tatttataag 


ggaatgcctt 


2232 


taaaagcacc 


caagtcacct 


gttgaacact 


ttgctgctta 


gaaatttctt 


ccgctagtta 


2292 


acctaaatca 


tctctctcaa 


gttcaaagtt 


ccacaaatcc 


ctatggaagg 


ggcaaaatgc 


2352 


tgccagtctc 


tttgctaaaa 


cataacaaga 


gtcaccttta 


ctccagttcc 


caacaagttc 


2412 


ctcatcttca 


tctgaggcca 


cctcagcctg 


gactttgttg 


tccatattgc 


tatcagcatt 


2472 


tggggcaaag 


ccattcaaca 


agtctgtagg 


aagttccaaa 


ctttcccaca 


ttttcctgtt 


2532 


ttcttctgag 


ccctccaaac 


tgttccagcc 


tctgcctgtt 


acccagttcc 


aaagtcactt 


2592 


ccacattttg 


ggtatttctt 


cagcaggtcc 


caatctactg 


gtaccaattt 


actgtattag 


2652 


tccgttttca 


cgctgctgat 


aaagacatac 


ccgagactgg 


gaagaaaaag 


tggtttaatt 


2712 



80 



ggacttaaag 


ttccacatgg 


ctggggaggc 


ctcagaatca 


tggtgggagg 


caaaagacac 


2772 


ttcttacatt 


gtggcaagaa 


aaaatgagga 


agaagcaaaa 


gcagaaaccc 


ctgataaact 


2832 


gatcagatct 


catgagactt 


attcactgtc 


acgagaatag 


cacgggaaag 


actggccccc 


2892 


atgattcaat 


tacctccccc 


tgggtctgtc 


ccacaacacg 


tgggaattct 


gggagataca 


2952 


attcaagttg 


agatttgtgg 


ggggacacaa 


ccaaaccata 


tcagcatcct 


ttcaagaata 


3012 


ttagataatt 


ggagctgagt 


actcaggaac 


ttgactgtag 


tagaatactg 


ctagtttctt 


3072 


aattttaatt 


cacatcacct 


gaaaagtaaa 


acaacaggct 


ttgccaagtg 


gatgcttttc 


3132 


agtaacagtg 


aagtggagtg 


aataccaaat 


gtttgccctg 


gtggttccta 


tctcttcagg 


3192 


caaacatggt 


cagtattctg 


taaagttccc 


ctggcctaaa 


tgattacttg 


ctctgggcaa 


3252 


gtggatattt 


attaggctat 


ttcaaagcca 


cagcataaga 


atgtcagcct 


agccacagag 


3312 


tctgagattc 


tgagttcagc 


ctagccacag 


agtctaagat 


tctgtatcct 


ctgacatttt 


3372 


ggaaatgata 


cactactggc 


ttaagtgatg 


actctttcag 


attttcagta 


ttttatacaa 


3432 


ctactgccac 


atccttatac 


tttattgctt 


ttctgtcttc 


ttcaacctgg 


gagagaccct 


3492 


gaatttgagt 


gtgttctcta 


atcaatagtg 


gtttagcttt 


cttttctatt 


tcactcgttt 


3552 


ctagggtttt 


ttatttgcag 


tttaggaact 


attaggaatg 


tcaggacttt 


atcagcaggg 


3612 


gtaaaactac 


cacctggcct 


agcctaagta 


ggaagtgaaa 


agataattca 


ccaaacaatg 


3672 


attaatcaga 


tagaagttct 


agtcaagagg 


gatattgttg 


aagttacctc 


ttttagccta 


3732 


gatacatgga 


ttcttttcaa 


atcaggaaag 


attagaaaag 


gaacccaaaa 


aaccctttaa 


3792 


cagtgtgaat 


ctttatagta 


tttgaaaatg 


agaagaagca 


gcagattgta 


atttggttta 


3852 


ttggatgtga 


tggacgttct 


gtaatagaaa 


acctgaaacg 


atgattgaat 


gggaaaaaga 


3912 


gactacaaaa 


tttgtcgtag 


gatgtataca 


gacttatttt 


ctttattaca 


gtattataag 


3972 


aaaacatatg 


tatttgtaaa 


aatggtttcc 


tgtgtcaagt 


atttgtgcag 


tcagagctga 


4032 


cttgtaaact 


attcttgtaa 


tagctcatta 


ttttgaaaga 


tttatatatg 


atgaattctg 


4092 


gatatatgac 


caataaaact 


gatgaagcaa 


aaaaaaaaaa 


aaaaaaaaaa 


aa 


4144 



<210> 45 

<211> 146 

<212> PRT 

<213> Homo sapiens 

<400> 45 

81 



Met Thr Met Arg Ser Leu Leu Arg Thr Pro Phe Leu Cys Gly Leu Leu 
15 10 15 



Trp Ala Phe Cys Ala Pro Gly Ala Arg Ala Glu Glu Pro Ala Ala Ser 
20 2 5 30 



Phe Ser Gin Pro Gly Ser Met Gly Leu Asp Lys Asn Thr Val His Asp 
35 4 0 4 5 



Gin Glu His lie Met Glu His Leu Glu Gly Val lie Asn Lys Pro Glu 
50 55 60 



Ala Glu Met Ser Pro Gin Glu Leu Gin Leu His Tyr Phe Lys Met His 
65 70 75 80 



Asp Tyr Asp Gly Asn Asn Leu Leu Asp Gly Leu Glu Leu Ser Thr Ala 
85 90 95 



lie Thr His Val His Lys Glu Glu Gly Ser Glu Gin Ala Pro Leu Met 
100 105 110 



Ser Glu Asp Glu Leu lie Asn He He Asp Gly Val Leu Arg Asp Asp 
115 120 125 



Asp Lys Asn Asn Asp Gly Tyr He Asp Tyr Ala Glu Phe Ala Lys Ser 
130 135 140 



Leu Gin 
145 



<210> 46 

<211> 1513 

<212> DNA 

<213> Mus mus cuius 



<220> 

<221> CDS 

<222> (37) . . (807) 

<223> SF10, cDNA: NM_029568, Protein: NP_083844 
<400> 46 

ccgagacagc cagcctctct caactgagct gacacc atg aag gcc etc cca gec 

Met Lys Ala Leu Pro Ala 



82 



1 



5 



ctg cca ctg atg ctg atg ctg etc tec atg cct ccc ccc tgc gec ccg 102 
Leu Pro Leu Met Leu Met Leu Leu Ser Met Pro Pro Pro Cys Ala Pro 
10 15 20 



caa gec tct ggg ate egg gga gat get ctg gag aag tec tgt ctt cag 
Gin Ala Ser Gly lie Arg Gly Asp Ala Leu Glu Lys Ser Cys Leu Gin 
25 30 35 



ctg cac etc ctg aca ctg aag cag aag tat gag ctg cgc gtg gac ttg 
Leu His Leu Leu Thr Leu Lys Gin Lys Tyr Glu Leu Arg Val Asp Leu 
120 125 130 



150 



caa ccc ctg gac tgt gat gat ate tac gec cag ggc tat cag gaa gac 198 
Gin Pro Leu Asp Cys Asp Asp lie Tyr Ala Gin Gly Tyr Gin Glu Asp 
40 45 50 

ggc gtg tat etc ate tac ccc tat ggc ccc agt gtg ccg gtg ccc gtc 246 
Gly Val Tyr Leu lie Tyr Pro Tyr Gly Pro Ser Val Pro Val Pro Val 
55 * 60 ~ 65 70 

ttc tgc gac atg aca act gag ggc ggc aag tgg acg gtt ttc cag aaa 294 
Phe Cys Asp Met Thr Thr Glu Gly Gly Lys Trp Thr Val Phe Gin Lys 
75 80 85 

aga ttc aac ggc tea gtg agt ttc ttc egg ggc tgg age gac tac aag 342 
Arg Phe Asn Gly Ser Val Ser Phe Phe Arg Gly Trp Ser Asp Tyr Lys 
90 95 100 

ctg ggc ttt ggc cgt get gac ggg gag tac tgg ctg ggg ctg cag aac 390 
Leu Gly Phe Gly Arg Ala Asp Gly Glu Tyr Trp Leu Gly Leu Gin Asn 
105 110 115 



438 



gaa gac ttt gag aac aac aca gee tat gee aag tac att gac ttc tec 486 
Glu Asp Phe Glu Asn Asn Thr Ala Tyr Ala Lys Tyr lie Asp Phe Ser 
135 J 140 145 150 

ate tec ccc aac gee ate agt get gag gag gat ggc tat ace etc tac 534 
lie Ser Pro Asn Ala lie Ser Ala Glu Glu Asp Gly Tyr Thr Leu Tyr 
155 160 165 

gtg get ggc ttc gag gat ggc ggg gca ggt gac tea ctg tec tac cac 582 
Val Ala Gly Phe Glu Asp Gly Gly Ala Gly Asp Ser Leu Ser Tyr His 
170 175 180 

agt ggc cag aag ttc tec ace ttt gat egg gac cag gac etc ttc gtg 630 
Ser Gly Gin Lys Phe Ser Thr Phe Asp Arg Asp Gin Asp Leu Phe Val 
185 190 195 

cag aac tgt gca gee etc tec tea gga gec ttc tgg ttc cga age tgc 678 
Gin Asn Cys Ala Ala Leu Ser Ser Gly Ala Phe Trp Phe Arg Ser Cys 
200 205 210 

cat ttc gee aat etc aac ggt ttc tac ctg ggt ggt tec cat etc tec 726 



83 



His Phe Ala Asn Leu Asn Gly Phe Tyr Leu Gly Gly Ser His Leu Ser 

215 220 225 230 

tat gcc aat ggc ate aat tgg gec caa tgg aaa ggc ttc tat tac tec 774 

Tyr Ala Asn Gly lie Asn Trp Ala Gin Trp Lys Gly Phe Tyr Tyr Ser 
235 240 245 

etc aag cgc acg gag atg aaa att cgt egg gcc tgaggggctg gcccaagcag 827 

Leu Lys Arg Thr Glu Met Lys lie Arg Arg Ala 
250 255 



gccccatctt 


tcccctgaag 


tcccaagggt 


ccatgttctc 


cctccacgct 


ttacccacaa 


887 


ttcctgagca 


ccagccatgc 


cctggcaaat 


ccctgtccca 


catacagcca 


cgccctgatg 


947 


cattccacct 


gaggctaggc 

ZJ ZJ ZJ ZJ ZJ 


tgtcagcagc 


cctccaggcc 


tttctgtggc 


tgagccatcc 


1007 


tagectggat 


ctggctgaaa 


tccattaaaa 


actccaagtt 


gcttctaccc 


cttcacgaca 


1067 


getgaaagee 


agaagctacc 


ttctagctgc 


cagcttttgc 


accccacctc 


agcagtttcc 


1127 


ttactgeaga 


gccttctgtt 


tggggctacc 


ctcgacagag 


teatgeagea 


cctgtggcat 


1187 


tgccaatcag 


ctcttgcaca 


ctgccacacc 


ccagcactca 


catagctctc 


ctcagaatac 


1247 


ttcctacctt 


ggcctcatca 


ctttactccc 


tacgtgagca 


teatggagee 


caatcccatc 


1307 


tgccttcact 


catccctcaa 


aattcaccac 


caaaacaata 


ctcaccacgg 


ctactgctca 


1367 


actctgaagt 


cgtcatggca 


aagataggct 


tgttgacttg 


gtcccctact 


tgccctagcg 


1427 


ategtcatga 


gaggcagcag 


ggatcaatat 


gtggggctgg 


aagtgggtgg 


gtagcagagg 


1487 


tctcaataaa 


cttcaggatc 


tgatgg 








1513 



<210> 47 

<211> 257 

<212> PRT 

<213> Mus musculus 

<400> 47 

Met Lys Ala Leu Pro Ala Leu Pro Leu Met Leu Met Leu Leu Ser Met 
15 10 15 



Pro Pro Pro Cys Ala Pro Gin Ala Ser Gly lie Arg Gly Asp Ala Leu 
20 25 30 



Glu Lys Ser Cys Leu Gin Gin Pro Leu Asp Cys Asp Asp lie Tyr Ala 
35 4 0 45 



84 



Gin Gly Tyr Gin Glu Asp Gly Val Tyr Leu lie Tyr Pro Tyr Gly Pro 
50 55 60 



Ser Val Pro Val Pro Val Phe Cys Asp Met Thr Thr Glu Gly Gly Lys 
65 70 75 80 



Trp Thr Val Phe Gin Lys Arg Phe Asn Gly Ser Val Ser Phe Phe Arg 

85 90 95 



Gly Trp Ser Asp Tyr Lys Leu Gly Phe Gly Arg Ala Asp Gly Glu Tyr 
100 105 110 



Trp Leu Gly Leu Gin Asn Leu His Leu Leu Thr Leu Lys Gin Lys Tyr 
115 120 125 



Glu Leu Arg Val Asp Leu Glu Asp Phe Glu Asn Asn Thr Ala Tyr Ala 
130 135 140 



Lys Tyr lie Asp Phe Ser lie Ser Pro Asn Ala lie Ser Ala Glu Glu 
14 5 150 155 160 



Asp Gly Tyr Thr Leu Tyr Val Ala Gly Phe Glu Asp Gly Gly Ala Gly 

165 170 175 



Asp Ser Leu Ser Tyr His Ser Gly Gin Lys Phe Ser Thr Phe Asp Arg 
180 185 190 



Asp Gin Asp Leu Phe Val Gin Asn Cys Ala Ala Leu Ser Ser Gly Ala 
195 200 205 



Phe Trp Phe Arg Ser Cys His Phe Ala Asn Leu Asn Gly Phe Tyr Leu 
210 215 220 



Gly Gly Ser His Leu Ser Tyr Ala Asn Gly lie Asn Trp Ala Gin Trp 
225 230 235 240 



Lys Gly Phe Tyr Tyr Ser Leu Lys Arg Thr Glu Met Lys lie Arg Arg 

245 250 255 



Ala 



85 



<210> 48 

<211> 1830 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (26) . . (790) 

<223> SF10, cDNA : NM_002404, Protein: NP_002395 
<400> 48 

agccactctg agcagaactg acagc atg aag gca etc ctg gec ctg ccg ctg 

Met Lys Ala Leu Leu Ala Leu Pro Leu 
1 5 

ctg ctg ctt etc tec acg ccc ccg tgt gee ccc cag gtc tec ggg ate 
Leu Leu Leu Leu Ser Thr Pro Pro Cys Ala Pro Gin Val Ser Gly lie 
10 15 20 25 

cga gga gat get ctg gag agg ttt tgc ctt cag caa ccc ctg gac tgt 
Arg Gly Asp Ala Leu Glu Arg Phe Cys Leu Gin Gin Pro Leu Asp Cys 
30 35 4 0 

gac gac ate tat gee cag ggc tac cag tea gac ggc gtg tac etc ate 
Asp Asp lie Tyr Ala Gin Gly Tyr Gin Ser Asp Gly Val Tyr Leu lie 
45 50 55 

tac ccc teg ggc ccc agt gtg cct gtg ccc gtc ttc tgt gac atg ace 
Tyr Pro Ser Gly Pro Ser Val Pro Val Pro Val Phe Cys Asp Met Thr 
60 65 70 

ace gag ggc ggg aag tgg acg gtt ttc cag aag aga ttc aat ggc tea 
Thr Glu Gly Gly Lys Trp Thr Val Phe Gin Lys Arg Phe Asn Gly Ser 
75 ^ ' ' 80 85 

gta agt ttc ttc cgc ggc tgg aat gac tac aag ctg ggc ttc ggc cgt 
Val Ser Phe Phe Arg Gly Trp Asn Asp Tyr Lys Leu Gly Phe Gly Arg 
90 95 100 105 

get gat gga gag tac tgg ctg ggg ctg cag aac atg cac etc ctg aca 
Ala Asp Gly Glu Tyr Trp Leu Gly Leu Gin Asn Met His Leu Leu Thr 

110 115 120 

ctg aag cag aag tat gag ctg cga gtg gac ttg gag gac ttt gag aac 
Leu Lys Gin Lys Tyr Glu Leu Arg Val Asp Leu Glu Asp Phe Glu Asn 
125 130 135 

aac acg gee tat gee aag tac get gac ttc tec ate tec ccg aac gcg 
Asn Thr Ala Tyr Ala Lys Tyr Ala Asp Phe Ser lie Ser Pro Asn Ala 
140 145 150 

gtc age gca gag gag gat ggc tac acc etc ttt gtg gca ggc ttt gag 
Val Ser Ala Glu Glu Asp Gly Tyr Thr Leu Phe Val Ala Gly Phe Glu 



86 



155 160 165 

gat ggc ggg gca ggt gac tec ctg tec tac cac agt ggc cag aag ttc 
Asp Gly Gly Ala Gly Asp Ser Leu Ser Tyr His Ser Gly Gin Lys Phe 
170 175 180 185 

tct acc ttc gac egg gac cag gac etc ttt gtg cag aac tgc gca get 
Ser Thr Phe Asp Arg Asp Gin Asp Leu Phe Val Gin Asn Cys Ala Ala 
190 195 200 

etc tec tea gga gee ttc tgg ttc cgc age tgc cac ttt gee aac etc 
Leu Ser Ser Gly Ala Phe Trp Phe Arg Ser Cys His Phe Ala Asn Leu 
205 210 215 

aat ggc ttc tac eta ggt ggc tec cac etc tct tat gee aat ggc ate 
Asn Gly Phe Tyr Leu Gly Gly Ser His Leu Ser Tyr Ala Asn Gly lie 
220 225 230 

aac tgg gee cag tgg aag ggc ttc tac tac tec etc aaa cgc act gag 
Asn Trp Ala Gin Trp Lys Gly Phe Tyr Tyr Ser Leu Lys Arg Thr Glu 
235 240 245 

atg aaa ate cgc egg gee tgaagggctg gccccctcag gcacctttcc 
Met Lys lie Arg Arg Ala 
250 255 

tcccctggac acccatggtc tccatgagtg ctccctctgc tgcccctgat geatgettet 
gctgattccc gagcaccaac tccttacaag ggggccttgt ggctctcagc catgccacat 
ccctgtcaca cacccagggc atccattcct aagccagacc cggctcccct acacctgaag 
ttacactgcc agcagttccc caggcctctt ccgagaggca catggttcta gcctggacct 
ggctgggctc catgagaatg agttgcctcc accctgtccc aacagctgac agecaggage 
cactctccca gctgcaggcc tttgtggtcc atcttgtcct gcttcctcac tgtggacccc 
tgtctgggcc accctagtgt gctaagctga gcagtgcagt gtgaacaggg cccatggtgt 
attctaggee acagcccagc actcctctgg gctgctctca aaccatgtcc catcttcagc 
atccctccca ccaacttact cccctgtggt gagtacegtg gaaccccagc ccacctcact 
atcatactca gcttcccctg atggcccatc ccagcccctg aagctctatg ccaagaacac 
agctaccgca caccaccctg aaacagccac agecaaggta ggcatgeata tgaggtcttc 
cccataccct ctgggtgttg agaggtttag ccacatgagg gagcagagga caatctctgc 
agggctggga gtgggtaggg actgaaggtc tcaataaacc ttcagaacct gaatgaactg 
gcttcataca cacaaacata tttgtttatc ccccaaatgt aggcacctgg ctcctccttg 
ctcccctgct gatggtgtcc taccccgaac tccaaaaatt acacctggag tcaggtgcag 
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aagggaacct tgtatttcac aggcctcatt ttgatggcaa aaagacagtg taataataac 1780 
ataataataa taaaaatata atactgaaaa ggaaaaaaaa aaaaaaaaaa 1830 



<210> 49 

<211> 255 

<212> PRT 

<213> Homo sapiens 

<400> 49 

Met Lys Ala Leu Leu Ala Leu Pro Leu Leu Leu Leu Leu Ser Thr Pro 
1 5 10 15 



Pro Cys Ala Pro Gin Val Ser Gly lie Arg Gly Asp Ala Leu Glu Arg 
20 25 30 



Phe Cys Leu Gin Gin Pro Leu Asp Cys Asp Asp lie Tyr Ala Gin Gly 
35 40 45 



Tyr Gin Ser Asp Gly Val Tyr Leu lie Tyr Pro Ser Gly Pro Ser Val 
50 55 60 



Pro Val Pro Val Phe Cys Asp Met Thr Thr Glu Gly Gly Lys Trp Thr 
65 70 75 80 



Val Phe Gin Lys Arg Phe Asn Gly Ser Val Ser Phe Phe Arg Gly Trp 

85 90 95 



Asn Asp Tyr Lys Leu Gly Phe Gly Arg Ala Asp Gly Glu Tyr Trp Leu 
100 105 110 



Gly Leu Gin Asn Met His Leu Leu Thr Leu Lys Gin Lys Tyr Glu Leu 
115 120 125 



Arg Val Asp Leu Glu Asp Phe Glu Asn Asn Thr Ala Tyr Ala Lys Tyr 
130 135 140 



Ala Asp Phe Ser lie Ser Pro Asn Ala Val Ser Ala Glu Glu Asp Gly 
145 150 155 160 



Tyr Thr Leu Phe Val Ala Gly Phe Glu Asp Gly Gly Ala Gly Asp Ser 

165 170 175 
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Leu Ser Tyr His Ser Gly Gin Lys Phe Ser Thr Phe Asp Arg Asp Gin 
180 185 190 



Asp Leu Phe Val Gin Asn Cys Ala Ala Leu Ser Ser Gly Ala Phe Trp 
195 200 205 



Phe Arg Ser Cys His Phe Ala Asn Leu Asn Gly Phe Tyr Leu Gly Gly 
210 215 220 



Ser His Leu Ser Tyr Ala Asn Gly lie Asn Trp Ala Gin Trp Lys Gly 
225 230 235 240 



Phe Tyr Tyr Ser Leu Lys Arg Thr Glu Met Lys lie Arg Arg Ala 
245 250 255 



<210> 50 

<211> 749 

<212> DNA 

<213> Mus musculus 



<220> 

<221> CDS 

<222> (93) . . (512) 

<223> SF11, cDNA: NM_009976, Protein: NP_034106 
<400> 50 

ggcatttggg taaaagtcgc acggagtagc agcgtctgtt ctgcaccaac tcagagtctt 60 

gttggagctt tatccctttg tcctagccaa cc atg gcc age ccg ctg cgc tec 113 

Met Ala Ser Pro Leu Arg Ser 
1 5 

ttg ctg ttc ctg ctg gcc gtc ctg gcc gtg gcc tgg gcg gcg ace cca 161 
Leu Leu Phe Leu Leu Ala Val Leu Ala Val Ala Trp Ala Ala Thr Pro 
10 15 20 

aaa caa ggc ccg cga atg ttg gga gcc ccg gag gag gca gat gcc aat 209 
Lys Gin Gly Pro Arg Met Leu Gly Ala Pro Glu Glu Ala Asp Ala Asn 
25 30 35 

gag gaa ggc gtg egg cga gcg ttg gac ttc get gtg age gag tac aac 257 
Glu Glu Gly Val Arg Arg Ala Leu Asp Phe Ala Val Ser Glu Tyr Asn 
40 45 50 " 55 

aag ggc age aac gat gcg tac cac age cgc gcc ata cag gtg gtg aga 305 
Lys Gly Ser Asn Asp Ala Tyr His Ser Arg Ala lie Gin Val Val Arg 
60 65 70 
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get cgt aag cag etc gtg get gga gtg aac tat ttt ttg gat gtg gag 
Ala Arg Lys Gin Leu Val Ala Gly Val Asn Tyr Phe Leu Asp Val Glu 
75 80 85 
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atg ggc cga act aca tgt ace aag tec cag aca aat ttg act gac tgt 401 
Met Gly Arg Thr Thr Cys Thr Lys Ser Gin Thr Asn Leu Thr Asp Cys 
90 95 100 

cct ttc cat gac cag ccc cat ctg atg agg aag gca etc tgc tec ttc 449 
Pro Phe His Asp Gin Pro His Leu Met Arg Lys Ala Leu Cys Ser Phe 
105 110 115 

cag ate tac age gtg ccc tgg aaa ggc aca cac tec ctg aca aaa ttc 497 
Gin lie Tyr Ser Val Pro Trp Lys Gly Thr His Ser Leu Thr Lys Phe 
120 125 130 135 

age tgc aaa aat gec taagggctga gtctagaagg ateatgeaga ctgttcctta 552 
Ser Cys Lys Asn Ala 
140 

cttgtgctcc ttccctatag tgtttcatct cgcagaaggg tgctccggct ctggagggca 612 

ccgccagtgt gtttgeacca ggagacagta aaggagctgc tgcaggcagg ttctgeacat 672 

ctgaacagct gtcccctggc tccactcttc ttgeagtace tgccatgcct tgctcaatta 732 

aaaaaaaaaa aaattcg 749 

<210> 51 

<211> 140 

<212> PRT 

<213> Mus musculus 

<400> 51 

Met Ala Ser Pro Leu Arg Ser Leu Leu Phe Leu Leu Ala Val Leu Ala 
15 10 15 



Val Ala Trp Ala Ala Thr Pro Lys Gin Gly Pro Arg Met Leu Gly Ala 
20 25 30 



Pro Glu Glu Ala Asp Ala Asn Glu Glu Gly Val Arg Arg Ala Leu Asp 
35 40 45 



Phe Ala Val Ser Glu Tyr Asn Lys Gly Ser Asn Asp Ala Tyr His Ser 
50 55 60 



Arg Ala lie Gin Val Val Arg Ala Arg Lys Gin Leu Val Ala Gly Val 
65 70 75 80 
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Asn Tyr Phe Leu Asp Val Glu Met Gly Arg Thr Thr Cys Thr Lys Ser 

85 90 95 



Gin Thr Asn Leu Thr Asp Cys Pro Phe His Asp Gin Pro His Leu Met 
100 105 ~ 110 



Arg Lys Ala Leu Cys Ser Phe Gin lie Tyr Ser Val Pro Trp Lys Gly 
115 120 125 



Thr His Ser Leu Thr Lys Phe Ser Cys Lys Asn Ala 
130 135 140 



<210> 52 

<211> 818 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (76) . . (513) 

<223> SF11, cDNA: NM_000099, Protein: NP_000090 
<400> 52 

cgcagcgggt cctctctatc tagctccagc ctctcgcctg cgccccactc cccgcgtccc 60 

gcgtcctagc cgacc atg gcc ggg ccc ctg cgc gcc ccg ctg etc ctg ctg 111 

Met Ala Gly Pro Leu Arg Ala Pro Leu Leu Leu Leu 
15 10 

gcc ate ctg gcc gtg gcc ctg gcc gtg age ccc gcg gcc ggc tec agt 159 
Ala lie Leu Ala Val Ala Leu Ala Val Ser Pro Ala Ala Gly Ser Ser 
15 20 25 

ccc ggc aag ccg ccg cgc ctg gtg gga ggc ccc atg gac gcc age gtg 207 
Pro Gly Lys Pro Pro Arg Leu Val Gly Gly Pro Met Asp Ala Ser Val 
30 35 40 

gag gag gag ggt gtg egg cgt gca ctg gac ttt gcc gtc ggc gag tac 255 
Glu Glu Glu Gly Val Arg Arg Ala Leu Asp Phe Ala Val Gly Glu Tyr 
4 5 50 55 60 

aac aaa gcc age aac gac atg tac cac age cgc gcg ctg cag gtg gtg 303 
Asn Lys Ala Ser Asn Asp Met Tyr His Ser Arg Ala Leu Gin Val Val 

65 70 75 

cgc gcc cgc aag cag ate gta get ggg gtg aac tac ttc ttg gac gtg 351 
Arg Ala Arg Lys Gin lie Val Ala Gly Val Asn Tyr Phe Leu Asp Val 
80 85 90 
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gag ctg ggc cga acc acg tgt acc aag acc cag ccc aac ttg gac aac 
Glu Leu Gly Arg Thr Thr Cys Thr Lys Thr Gin Pro Asn Leu Asp Asn 
95 100 105 

tgc ccc ttc cat gac cag cca cat ctg aaa agg aaa gca ttc tgc tct 
Cys Pro Phe His Asp Gin Pro His Leu Lys Arg Lys Ala Phe Cys Ser 
110 115 120 

ttc cag ate tac get gtg cct tgg cag ggc aca atg acc ttg teg aaa 
Phe Gin lie Tyr Ala Val Pro Trp Gin Gly Thr Met Thr Leu Ser Lys 
125 130 135 140 

tec acc tgt cag gac gee taggggtctg tacegggctg gcctgtgcct 
Ser Thr Cys Gin Asp Ala 
145 

atcacctctt atgcacacct cccaccccct gtattcccac ccctggactg gtggcccctg 
ccttggggaa ggtctcccca tgtgcctgca ccaggagaca gacagagaag geagcaggeg 
gcctttgttg ctcagcaagg ggctctgccc tccctccttc ettcttgett ctcatagccc 
cggtgtgcgg tgcatacacc cccacctcct gcaataaaat agtagcatcg gcaaaaaaaa 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaa 



<210> 53 

<211> 146 

<212> PRT 

<213> Homo sapiens 

<400> 53 

Met Ala Gly Pro Leu Arg Ala Pro Leu Leu Leu Leu Ala lie Leu Ala 
15 10 15 



Val Ala Leu Ala Val Ser Pro Ala Ala Gly Ser Ser Pro Gly Lys Pro 
20 25 30 



Pro Arg Leu Val Gly Gly Pro Met Asp Ala Ser Val Glu Glu Glu Gly 
35 40 45 



Val Arg Arg Ala Leu Asp Phe Ala Val Gly Glu Tyr Asn Lys Ala Ser 
50 55 60 



Asn Asp Met Tyr His Ser Arg Ala Leu Gin Val Val Arg Ala Arg Lys 
65 70 75 80 
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Gin lie Val Ala Gly Val Asn Tyr Phe Leu Asp Val Glu Leu Gly Arg 
85 90 95 



Thr Thr Cys Thr Lys Thr Gin Pro Asn Leu Asp Asn Cys Pro Phe His 
100 ~ 105 110 



Asp Gin Pro His Leu Lys Arg Lys Ala Phe Cys Ser Phe Gin lie Tyr 
115 120 125 



Ala Val Pro Trp Gin Gly Thr Met Thr Leu Ser Lys Ser Thr Cys Gin 
130 135 140 



Asp Ala 
145 



<210> 54 

<211> 2709 

<212> DNA 

<213> Mus musculus 



<220> 

<221> CDS 

<222> (124) . . (2238) 

<223> SF12, cDNA: NM_010180, Protein: NP_034310 
<400> 54 

cctcctccgg gcgggataat tgaacgcggc gcgcaggagc ctcgcgttgg ctgcccaggc 60 

ctggctcgag cgtgtagccg ctgcccgccg tgcctttgtc cgccgccgga gcccgccagc 120 

ccc atg gag cgc ccc gtg ccg teg cgc etc gtc ccg ctg ccg ctg ctg 168 
Met Glu Arg Pro Val Pro Ser Arg Leu Val Pro Leu Pro Leu Leu 
15 10 15 

ctg etc age age etc teg ctg ctg gca gee cga gcg aat gca gac ate 216 
Leu Leu Ser Ser Leu Ser Leu Leu Ala Ala Arg Ala Asn Ala Asp lie 
20 25 30 

tec atg gag get tgc tgc acg gat cca aat cag atg get aac cag cac 264 
Ser Met Glu Ala Cys Cys Thr Asp Pro Asn Gin Met Ala Asn Gin His 
35 40 4 5 

agg gac tgc teg ctg ccg tac acc tea gaa tec aag gag tgc agg atg 312 
Arg Asp Cys Ser Leu Pro Tyr Thr Ser Glu Ser Lys Glu Cys Arg Met 
50 55 60 

gtc cag gag caa tgt tgt cac aac caa ctg gaa gag ctg cac tgt gee 360 
Val Gin Glu Gin Cys Cys His Asn Gin Leu Glu Glu Leu His Cys Ala 
65 70 75 
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acg ggc ate aac ctg gec age gag cca gaa ggc tgc gee teg etc cac 408 
Thr Gly lie Asn Leu Ala Ser Glu Pro Glu Gly Cys Ala Ser Leu His 
80 85 90 95 

age tac aac agt age ctt gag ace ate ttc ata aag agg tgc tgc cac 456 
Ser Tyr Asn Ser Ser Leu Glu Thr lie Phe lie Lys Arg Cys Cys His 
100 105 110 

tgt tgc atg ctg gga aag gca tec ctg gec cga gac cag ace tgt gaa 504 
Cys Cys Met Leu Gly Lys Ala Ser Leu Ala Arg Asp Gin Thr Cys Glu 
115 120 125 

ccc att gtc atg ata age tac cag tgt ggg ctg gtg ttc cgt gec tgc 552 
Pro lie Val Met lie Ser Tyr Gin Cys Gly Leu Val Phe Arg Ala Cys 
130 135 140 

tgt gtg aag gec egg gag aat tea gac ttt gtc caa ggc aac ggt gca 600 
Cys Val Lys Ala Arg Glu Asn Ser Asp Phe Val Gin Gly Asn Gly Ala 
145 150 155 

gac ctt cag gac cca get aag att cct gac gag gag gac caa gaa gac 648 
Asp Leu Gin Asp Pro Ala Lys lie Pro Asp Glu Glu Asp Gin Glu Asp 
160 165 170 175 

ccg tac ctg aat gac cgc tgt cga ggt ggc ggg ccc tgt aag cag cag 696 
Pro Tyr Leu Asn Asp Arg Cys Arg Gly Gly Gly Pro Cys Lys Gin Gin 
180 185 190 

tgc cgt gac act ggg gac gag gtg ate tgc tct tgc ttt gtg ggc tac 744 
Cys Arg Asp Thr Gly Asp Glu Val lie Cys Ser Cys Phe Val Gly Tyr 
195 200 205 



cag ctg cag teg gat ggt gtc tec tgc gaa gat ate aat gaa tgc ate 
Gin Leu Gin Ser Asp Gly Val Ser Cys Glu Asp lie Asn Glu Cys lie 
210 215 220 
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aca ggc age cat aac tgc egg ctg gga gaa tec tgc ate aat aca gtg 840 

Thr Gly Ser His Asn Cys Arg Leu Gly Glu Ser Cys lie Asn Thr Val 

225 230 235 

ggc tct ttc cgc tgc cag egg gac age age tgt ggg act ggc tat gag 888 

Gly Ser Phe Arg Cys Gin Arg Asp Ser Ser Cys Gly Thr Gly Tyr Glu 
240 245 250 255 

etc aca gag gat aat aac tgc aaa gat att gac gaa tgt gag act ggt 936 

Leu Thr Glu Asp Asn Asn Cys Lys Asp lie Asp Glu Cys Glu Thr Gly 
260 265 270 

att cat aac tgc ccc ccc gat ttt ate tgt cag aat act ctg gga tec 984 

lie His Asn Cys Pro Pro Asp Phe lie Cys Gin Asn Thr Leu Gly Ser 
275 280 285 

ttc cgt tgc aga ccg aag ctg cag tgc aag age ggc ttc ata cag gat 1032 

Phe Arg Cys Arg Pro Lys Leu Gin Cys Lys Ser Gly Phe lie Gin Asp 
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290 



295 



300 



get eta ggc 
Ala Leu Gly 
305 

cca tgc cct 
Pro Cys Pro 
320 

tgc cag aag 
Cys Gin Lys 



gag ggg acc 
Glu Gly Thr 



ccc tgt ggg 
Pro Cys Gly 
370 

tgc gag tgc 
Cys Glu Cys 
385 

gtg gat ate 
Val Asp He 
400 

aag tgt gag 
Lys Cys Glu 



ttc egg ctg 
Phe Arg Leu 



etc aac age 
Leu Asn Ser 
450 

cag tgc tat 
Gin Cys Tyr 
465 

acc tgc gaa 
Thr Cys Glu 
480 

tgc tec tac 
Cys Ser Tyr 



ccc tea tct 



aac tgc att 
Asn Cys He 



gtg ggg cag 
Val Gly Gin 

325 

aat gtg ccc 
Asn Val Pro 
340 

cgc tgt gtt 
Arg Cys Val 
355 

aag gga cac 
Lys Gly His 



aag get ggc 
Lys Ala Gly 



aac gag tgc 
Asn Glu Cys 
405 

aac acg cca 
Asn Thr Pro 
420 

tct gtg gac 
Ser Val Asp 
4 35 

cct tgc age 
Pro Cys Ser 



tgc cga cga 
Cys Arg Arg 



gat att gat 
Asp He Asp 
485 

cgc tgc ate 
Arg Cys He 
500 

ggc tac agg 



gat ate aat 
Asp He Asn 
310 

aca tgc ate 
Thr Cys lie 



aac tgt ggc 
Asn Cys Gly 



gat gtg gat 
Asp Val Asp 
360 

cac tgc ctg 
His Cys Leu 
375 

ttc tat ttt 

Phe Tyr Phe 
390 

cag cgc tat 

Gin Arg Tyr 



ggc tec ttc 
Gly Ser Phe 



ggc egg tct 
Gly Arg Ser 
440 

cag gag tgt 
Gin Glu Cys 
455 

ggt tac cag 
Gly Tyr Gin 
470 

gag tgt gee 
Glu Cys Ala 



aac ate ccc 
Asn He Pro 



eta get ccc 



gag tgt tta 
Glu Cys Leu 
315 

aat aca gag 
Asn Thr Glu 
330 

cgt ggt tat 
Arg Gly Tyr 
345 

gag tgc gee 
Glu Cys Ala 



aac tec ccc 
Asn Ser Pro 



gat ggc ate 
Asp Gly He 
395 

ccc ggg cgc 
Pro Gly Arg 
410 

cac tgc age 
His Cys Ser 
425 

tgt gaa gat 
Cys Glu Asp 



get aat gtc 
Ala Asn Val 



etc agt gac 
Leu Ser Asp 
475 

ctg ccc act 
Leu Pro Thr 
490 

gga age ttc 
Gly Ser Phe 
505 

aat ggc cgc 



agt ate agt 
Ser He Ser 



ggc tec tac 
Gly Ser Tyr 



cat etc aat 
His Leu Asn 
350 

cca cca gcg 
Pro Pro Ala 
365 

ggc age ttc 
Gly Ser Phe 
380 

age agg acc 
Ser Arg Thr 



ctg tgt ggc 
Leu Cys Gly 



tgc tec gee 
Cys Ser Ala 
430 

gtg aac gag 
Val Asn Glu 
445 

tat ggc tec 
Tyr Gly Ser 
460 

gtg gat ggg 
Val Asp Gly 



gga ggt cac 
Gly Gly His 



cag tgc age 
Gin Cys Ser 
510 

aac tgc caa 



get 1080 
Ala 



aca 1128 

Thr 

335 

gaa 1176 
Glu 



gag 1224 
Glu 



cgc 1272 
Arg 



tgc 1320 
Cys 



cac 1368 

His 

415 

ggc 1416 
Gly 



tgt 1464 
Cys 



tac 1512 
Tyr 



gtc 1560 
Val 



ate 1608 

He 

495 

tgc 1656 
Cys 



gac 1704 
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Pro Ser Ser Gly Tyr Arg Leu Ala Pro Asn Gly Arg Asn Cys Gin Asp 
515 ' 520 525 

att gat gag tgt gtg acc ggc ate cat aac tgt tec ate aat gag act 1752 
lie Asp Glu Cys Val Thr Gly lie His Asn Cys Ser lie Asn Glu Thr 
530 535 540 

tgc ttc aac ate cag ggc age ttc cgc tgt ctg tec ttt gaa tgc ccc 1800 
Cys Phe Asn lie Gin Gly Ser Phe Arg Cys Leu Ser Phe Glu Cys Pro 
545 550 555 

gag aac tat cgc cgc tec gca gac acc ttc cgc caa gag aaa aca gac 1848 
Glu Asn Tyr Arg Arg Ser Ala Asp Thr Phe Arg Gin Glu Lys Thr Asp 
560 565 570 575 

acc gtc cgc tgc ate aag tct tgc cgt ccc aac gat gag gee tgc gtg 1896 
Thr Val Arg Cys lie Lys Ser Cys Arg Pro Asn Asp Glu Ala Cys Val 
580 585 590 

egg gac cct gta cat acc gtc tec cac acc gtc ate teg ctg ccc acc 1944 
Arg Asp Pro Val His Thr Val Ser His Thr Val lie Ser Leu Pro Thr 
595 600 605 

ttt cga gag ttc acc cgt cct gag gag ate ate ttt ctg agg get gtc 1992 
Phe Arg Glu Phe Thr Arg Pro Glu Glu lie lie Phe Leu Arg Ala Val 
610 615 620 

aca ccg ctg tac ccc gec aac cag gee gac ate ate ttc gac ate aca 2040 
Thr Pro Leu Tyr Pro Ala Asn Gin Ala Asp lie lie Phe Asp lie Thr 
625 630 635 

gaa ggg aac ctt cga gac tec ttt gat ate ate aag cgc tat gag gac 2088 
Glu Gly Asn Leu Arg Asp Ser Phe Asp lie lie Lys Arg Tyr Glu Asp 
640 645 650 655 

ggc atg act gtg ggt gtc gtg cgc caa gtg egg ccc ate gtg ggc ccg 2136 
Gly Met Thr Val Gly Val Val Arg Gin Val Arg Pro lie Val Gly Pro 

660 665 670 

ttt tac get gtc ctg aag ctg gag atg aac tac gtg ttg gga ggc gta 2184 
Phe Tyr Ala Val Leu Lys Leu Glu Met Asn Tyr Val Leu Gly Gly Val 
675 680 685 

gtt tec cac egg aac gtc gtc aat gta cac ate ttc gtc tec gag tac 2232 
Val Ser His Arg Asn Val Val Asn Val His lie Phe Val Ser Glu Tyr 
690 695 700 

tgg ttc tgagggcegg gttgeggetc agecaggagt gtgccacgcc cttgctgcca 2288 
Trp Phe 
705 

gtgacageca ggtgcctgtc tctacccctc gggcctccct tgatgtttca tattggtttg 2348 
tatggccacg tgeattagge tgagccgaat cacttaagtc cagctggtgt actgtggcgt 2408 
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ttaaacatgg 


ctcagccagg 


tggttgaatc 


attgcttttt 


ttttttttta 


aatgcaaagg 


2468 


ccaaagcgga 


attttgttcc 


cttttctacc 


tgtgagctag 


gcattgctaa 


ggaccaattg 


2528 


aaggagtttt 


caaagcagac 


tccacccgaa 


agccgaggca 


gccagttctc 


actgagtctg 


2588 


catgaggatt 


ggcattttgg 


tacttttttt 


tttttaacca 


actgggctct 


ttgtgtttca 


2648 


agttgatggc 


tgctgtagag 


tggcgcataa 


ataaatgtac 


aataaattct 


ccccagaaaa 


2708 


a 












2709 



<210> 55 

<211> 705 

<212> PRT 

<213> Mus musculus 

<400> 55 

Met Glu Arg Pro Val Pro Ser Arg Leu Val Pro Leu Pro Leu Leu Leu 
15 10 15 



Leu Ser Ser Leu Ser Leu Leu Ala Ala Arg Ala Asn Ala Asp lie Ser 
20 25 30 



Met Glu Ala Cys Cys Thr Asp Pro Asn Gin Met Ala Asn Gin His Arg 
35 ' 40 45 



Asp Cys Ser Leu Pro Tyr Thr Ser Glu Ser Lys Glu Cys Arg Met Val 
50 55 60 



Gin Glu Gin Cys Cys His Asn Gin Leu Glu Glu Leu His Cys Ala Thr 
65 70 75 80 



Gly lie Asn Leu Ala Ser Glu Pro Glu Gly Cys Ala Ser Leu His Ser 

85 90 95 



Tyr Asn Ser Ser Leu Glu Thr lie Phe lie Lys Arg Cys Cys His Cys 
100 105 110 



Cys Met Leu Gly Lys Ala Ser Leu Ala Arg Asp Gin Thr Cys Glu Pro 
115 120 125 



lie Val Met lie Ser Tyr Gin Cys Gly Leu Val Phe Arg Ala Cys Cys 
130 135 140 
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Val Lys Ala Arg Glu Asn Ser Asp Phe Val Gin Gly Asn Gly Ala Asp 
145 150 155 160 



Leu Gin Asp Pro Ala Lys lie Pro Asp Glu Glu Asp Gin Glu Asp Pro 
165 170 175 



Tyr Leu Asn Asp Arg Cys Arg Gly Gly Gly Pro Cys Lys Gin Gin Cys 
180 185 190 



Arg Asp Thr Gly Asp Glu Val lie Cys Ser Cys Phe Val Gly Tyr Gin 
195 200 205 



Leu Gin Ser Asp Gly Val Ser Cys Glu Asp lie Asn Glu Cys lie Thr 
210 215 220 



Gly Ser His Asn Cys Arg Leu Gly Glu Ser Cys lie Asn Thr Val Gly 
225 230 235 240 



Ser Phe Arg Cys Gin Arg Asp Ser Ser Cys Gly Thr Gly Tyr Glu Leu 
245 250 255 



Thr Glu Asp Asn Asn Cys Lys Asp lie Asp Glu Cys Glu Thr Gly lie 
260 265 270 



His Asn Cys Pro Pro Asp Phe lie Cys Gin Asn Thr Leu Gly Ser Phe 
275 280 285 



Arg Cys Arg Pro Lys Leu Gin Cys Lys Ser Gly Phe lie Gin Asp Ala 
290 295 300 



Leu Gly Asn Cys lie Asp lie Asn Glu Cys Leu Ser lie Ser Ala Pro 
305 310 315 320 



Cys Pro Val Gly Gin Thr Cys lie Asn Thr Glu Gly Ser Tyr Thr Cys 
325 330 335 



Gin Lys Asn Val Pro Asn Cys Gly Arg Gly Tyr His Leu Asn Glu Glu 
340 345 350 



Gly Thr Arg Cys Val Asp Val Asp Glu Cys Ala Pro Pro Ala Glu Pro 
355 360 365 
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Cys Gly Lys Gly His His Cys Leu Asn Ser Pro Gly Ser Phe Arg Cys 
370 375 380 



Glu Cys Lys Ala Gly Phe Tyr Phe Asp Gly lie Ser Arg Thr Cys Val 
385 390 395 400 



Asp lie Asn Glu Cys Gin Arg Tyr Pro Gly Arg Leu Cys Gly His Lys 

405 410 415 



Cys Glu Asn Thr Pro Gly Ser Phe His Cys Ser Cys Ser Ala Gly Phe 
420 425 430 



Arg Leu Ser Val Asp Gly Arg Ser Cys Glu Asp Val Asn Glu Cys Leu 
435 ' 440 445 



Asn Ser Pro Cys Ser Gin Glu Cys Ala Asn Val Tyr Gly Ser Tyr Gin 
450 455 460 



Cys Tyr Cys Arg Arg Gly Tyr Gin Leu Ser Asp Val Asp Gly Val Thr 
465 470 475 480 



Cys Glu Asp lie Asp Glu Cys Ala Leu Pro Thr Gly Gly His lie Cys 

485 490 495 



Ser Tyr Arg Cys lie Asn lie Pro Gly Ser Phe Gin Cys Ser Cys Pro 
500 505 510 



Ser Ser Gly Tyr Arg Leu Ala Pro Asn Gly Arg Asn Cys Gin Asp lie 
515 520 525 



Asp Glu Cys Val Thr Gly lie His Asn Cys Ser lie Asn Glu Thr Cys 
530 535 540 



Phe Asn lie Gin Gly Ser Phe Arg Cys Leu Ser Phe Glu Cys Pro Glu 
545 550 555 560 



Asn Tyr Arg Arg Ser Ala Asp Thr Phe Arg Gin Glu Lys Thr Asp Thr 

565 570 575 



Val Arg Cys lie Lys Ser Cys Arg Pro Asn Asp Glu Ala Cys Val Arg 
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580 



585 



590 



Asp Pro Val His Thr Val Ser His Thr Val lie Ser Leu Pro Thr Phe 
595 600 605 



Arg Glu Phe Thr Arg Pro Glu Glu lie lie Phe Leu Arg Ala Val Thr 
610 615 620 



Pro Leu Tyr Pro Ala Asn Gin Ala Asp lie lie Phe Asp lie Thr Glu 
625 630 635 640 



Gly Asn Leu Arg Asp Ser Phe Asp lie lie Lys Arg Tyr Glu Asp Gly 

645 650 655 



Met Thr Val Gly Val Val Arg Gin Val Arg Pro He Val Gly Pro Phe 
660 665 670 



Tyr Ala Val Leu Lys Leu Glu Met Asn Tyr Val Leu Gly Gly Val Val 
675 680 685 



Ser His Arg Asn Val Val Asn Val His He Phe Val Ser Glu Tyr Trp 
690 695 700 



Phe 
705 



<210> 56 

<211> 2947 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (148) . . (2256) 

<223> SF12, cDNA: NM_006486, Protein: NP_006477 
<400> 56 

ctcctcccgg gcgggataat tgaacggcgc ggccctggcc cagcgttggc tgccgaggct 60 

cggccggagc gtggagcccg cgccgctgcc ccaggaccgc gcccgcgcct ttgtccgccg 120 

ccgcccaccg cccgtcgccc gccgccc atg gag cgc gcc gcg ccg teg cgc egg 174 

Met Glu Arg Ala Ala Pro Ser Arg Arg 
1 5 



100 



gtc ccg ctt 
Val Pro Leu 
10 

gga gtg gac 
Gly Val Asp 



egg atg gec 
Arg Met Ala 



tec aaa gaa 
Ser Lys Glu 
60 

gag gag ctg 
Glu Glu Leu 
75 

cgc tgt gee 
Arg Cys Ala 
90 

gtg aag agg 
Val Lys Arg 



cag ggc cag 
Gin Gly Gin 



cag gtc ttc 
Gin Val Phe 
140 

gat gtc ggg 
Asp Val Gly 
155 

gaa caa gag 
Glu Gin Glu 
170 

tgc aag cag 
Cys Lys Gin 



ttc gtg ggc 
Phe Val Gly 



aat gaa tgc 
Asn Glu Cys 
220 



ccg ctg ctg 
Pro Leu Leu 
15 

gcg gat gtc 
Ala Asp Val 
30 

act cat cag 
Thr His Gin 
45 

tgc agg atg 
Cys Arg Met 



cac tgt gee 
His Cys Ala 



acg ccc cac 
Thr Pro His 
95 

tgc tgc cat 
Cys Cys His 
110 

age tgc gag 
Ser Cys Glu 
125 

egg gca tgc 
Arg Ala Cys 



ggc etc caa 
Gly Leu Gin 



gac cca tat 
Asp Pro Tyr 
175 

cag tgc cga 
Gin Cys Arg 
190 

tac cag ctg 
Tyr Gin Leu 
205 

ate acg ggc 
lie Thr Gly 



ctg etc ggc 
Leu Leu Gly 



etc ctg gag 
Leu Leu Glu 



aag gac tgc 
Lys Asp Cys 
50 

gtg cag gag 
Val Gin Glu 
65 

acg ggc ate 
Thr Gly lie 
80 

ggt gac aac 
Gly Asp Asn 



tgc tgt ctg 
Cys Cys Leu 



tac age etc 
Tyr Ser Leu 
130 

tgt gtc aag 
Cys Val Lys 
145 

gaa acg gat 
Glu Thr Asp 
160 

ctg aat gac 
Leu Asn Asp 



gac acg ggt 
Asp Thr Gly 



ctg tct gat 
Leu Ser Asp 
210 

age cac age 
Ser His Ser 
225 



ggc ctt gcg 
Gly Leu Ala 
20 

gee tgc tgt 
Ala Cys Cys 
35 

teg ctg cca 
Ser Leu Pro 



cag tgc tgc 
Gin Cys Cys 



age ctg gee 
Ser Leu Ala 
85 

gee age ctg 
Ala Ser Leu 
100 

ctg ggg agg 
Leu Gly Arg 
115 

atg gtt ggc 
Met Val Gly 



age cag gag 
Ser Gin Glu 



aag ate att 
Lys lie lie 
165 

cgc tgc cga 
Arg Cys Arg 
180 

gac gag gtg 
Asp Glu Val 
195 

ggt gtc tec 
Gly Val Ser 



tgc egg ctt 
Cys Arg Leu 



ctg ctg gcg 
Leu Leu Ala 



gcg gac gga 
Ala Asp Gly 
40 

tat get acg 
Tyr Ala Thr 
55 

cac age cag 
His Ser Gin 
70 

aac gag cag 
Asn Glu Gin 



gag gec aca 
Glu Ala Thr 



gcg gee cag 
Ala Ala Gin 
120 

tac cag tgt 
Tyr Gin Cys 
135 

ace gga gat 
Thr Gly Asp 
150 

gag gtt gag 
Glu Val Glu 



gga ggc ggg 
Gly Gly Gly 



gtc tgc tec 
Val Cys Ser 
200 

tgt gaa gat 
Cys Glu Asp 
215 

gga gaa tec 
Gly Glu Ser 
230 



gee 222 

Ala 

25 

cac 270 
His 



gaa 318 
Glu 



ctg 366 
Leu 



gac 414 
Asp 



ttt 462 

Phe 

105 

gee 510 
Ala 



gga 558 
Gly 



ttg 606 
Leu 



gag 654 
Glu 



ccc 702 

Pro 

185 

tgc 750 
Cys 



gtc 798 
Val 



tgc 846 
Cys 



101 



ate aac aca gtg ggc tct ttc cgc tgc cag egg gac age age tgc ggg 
He Asn Thr Val Gly Ser Phe Arg Cys Gin Arg Asp Ser Ser Cys Gly 
235 240 245 

act ggc tat gag etc aca gag gac aat age tgc aaa gat att gac gag 
Thr Gly Tyr Glu Leu Thr Glu Asp Asn Ser Cys Lys Asp He Asp Glu 
250 " 255 260 265 

tgt gag agt ggt att cat aac tgc etc ccc gat ttt ate tgt cag aat 
Cys Glu Ser Gly He His Asn Cys Leu Pro Asp Phe He Cys Gin Asn 
270 275 280 

act ctg gga tec ttc cgc tgc cga ccc aag eta cag tgc aag agt ggc 
Thr Leu Gly Ser Phe Arg Cys Arg Pro Lys Leu Gin Cys Lys Ser Gly 
285 290 295 

ttt ata caa gat get eta ggc aac tgt att gat ate aat gag tgt ttg 
Phe He Gin Asp Ala Leu Gly Asn Cys He Asp He Asn Glu Cys Leu 
300 305 310 

agt ate agt gec ccg tgc cct ate ggg cat aca tgc ate aac aca gag 
Ser He Ser Ala Pro Cys Pro He Gly His Thr Cys He Asn Thr Glu 
315 320 325 

ggc tec tac acg tgc cag aag aac gtg ccc aac tgt ggc cgt ggc tac 
Gly Ser Tyr Thr Cys Gin Lys Asn Val Pro Asn Cys Gly Arg Gly Tyr 
330 335 340 345 

cat etc aac gag gag gga acg cgc tgt gtt gat gtg gac gag tgc gcg 
His Leu Asn Glu Glu Gly Thr Arg Cys Val Asp Val Asp Glu Cys Ala 

350 355 360 

cca cct get gag ccc tgt ggg aag gga cat cgc tgc gtg aac tct ccc 
Pro Pro Ala Glu Pro Cys Gly Lys Gly His Arg Cys Val Asn Ser Pro 
365 370 375 

ggc agt ttc cgc tgc gaa tgc aag acg ggt tac tat ttt gac ggc ate 
Gly Ser Phe Arg Cys Glu Cys Lys Thr Gly Tyr Tyr Phe Asp Gly He 
380 385 390 

age agg atg tgt gtc gat gtc aac gag tgc cag cgc tac ccc ggg cgc 
Ser Arg Met Cys Val Asp Val Asn Glu Cys Gin Arg Tyr Pro Gly Arg 
395 400 405 

ctg tgt ggc cac aag tgc gag aac acg ctg ggc tec tac etc tgc age 
Leu Cys Gly His Lys Cys Glu Asn Thr Leu Gly Ser Tyr Leu Cys Ser 
410 415 420 425 

tgt tec gtg ggc ttc egg etc tct gtg gat ggc agg tea tgt gaa gac 
Cys Ser Val Gly Phe Arg Leu Ser Val Asp Gly Arg Ser Cys Glu Asp 

430 435 440 

ate aat gag tgc age age age ccc tgt age cag gag tgt gec aac gtc 
lie Asn Glu Cys Ser Ser Ser Pro Cys Ser Gin Glu Cys Ala Asn Val 
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445 



450 



455 



tac ggc tec 
Tyr Gly Ser 
460 

gtg gat gga 
Val Asp Gly 
475 

ggg ggc cac 
Gly Gly His 
490 

cag tgc age 
Gin Cys Ser 



aac tgc caa 
Asn Cys Gin 



ate aac gag 
lie Asn Glu 
540 

ttc gag tgc 
Phe Glu Cys 
555 

gag aag aca 
Glu Lys Thr 
570 

gtc aca tgc 
Val Thr Cys 



teg ctg cct 
Ser Leu Pro 



etc egg gee 
Leu Arg Ala 
620 

ttc gac ate 
Phe Asp lie 
635 

cgt tac atg 
Arg Tyr Met 
650 

ate gtg ggc 



tac cag tgt 
Tyr Gin Cys 



gtc ace tgt 
Val Thr Cys 



ate tgc tec 
lie Cys Ser 
495 

tgc ccc teg 
Cys Pro Ser 
510 

gac att gat 
Asp lie Asp 
525 

ace tgc ttc 
Thr Cys Phe 



cct gag aac 
Pro Glu Asn 



gac acg gtc 
Asp Thr Val 
575 

gtg ttc gac 
Val Phe Asp 
590 

ace ttc cgc 
Thr Phe Arg 
605 

ate acg cca 
lie Thr Pro 



acg gaa ggg 
Thr Glu Gly 



gac ggc atg 
Asp Gly Met 
655 

cca ttt cat 



tac tgc egg 
Tyr Cys Arg 
465 

gaa gac ate 
Glu Asp lie 
480 

tac cgc tgc 
Tyr Arg Cys 



tct ggc tac 
Ser Gly Tyr 



gag tgt gtg 
Glu Cys Val 
530 

aac ate cag 
Asn lie Gin 
545 

tac cgc cgc 
Tyr Arg Arg 
560 

cgc tgc ate 
Arg Cys lie 



ccc gtg cac 
Pro Val His 



gag ttc ace 
Glu Phe Thr 
610 

ccg cat cct 
Pro His Pro 
625 

aac ctg egg 
Asn Leu Arg 
640 

ace gtg ggt 
Thr Val Gly 



gee gtc ctg 



cga ggc tac 
Arg Gly Tyr 



gac gag tgc 
Asp Glu Cys 
485 

ate aac ate 
lie Asn lie 
500 

agg ctg gee 
Arg Leu Ala 
515 

act ggc ate 
Thr Gly He 



ggc ggc ttc 
Gly Gly Phe 



tec gca gee 
Ser Ala Ala 
565 

aag tec tgc 
Lys Ser Cys 
580 

ace ate tec 
Thr He Ser 
595 

cgc cct gaa 
Arg Pro Glu 



gee age cag 
Ala Ser Gin 



gac tct ttt 
Asp Ser Phe 
645 

gtc gtg cgc 
Val Val Arg 
660 

aag ctg gag 



cag etc age 
Gin Leu Ser 
470 

gee ctg ccc 
Ala Leu Pro 



cct gga age 
Pro Gly Ser 



ccc aat ggc 
Pro Asn Gly 
520 

cac aac tgc 
His Asn Cys 
535 

cgc tgc ctg 
Arg Cys Leu 
550 

acg etc cag 
Thr Leu Gin 



cgc ccc aac 
Arg Pro Asn 



cac ace gtc 
His Thr Val 
600 

gag ate ate 
Glu He He 
615 

get aac ate 
Ala Asn He 
630 

gac ate ate 
Asp lie lie 



cag gtg egg 
Gin Val Arg 



atg aac tat 



gat 1566 
Asp 



ace 1614 
Thr 



ttc 1662 

Phe 

505 

cgc 1710 
Arg 



tec 1758 
Ser 



gee 1806 
Ala 



cag 1854 
Gin 



gat 1902 

Asp 

585 

ate 1950 
lie 



ttc 1998 
Phe 



ate 2046 
lie 



aag 2094 
Lys 

ccc 2142 

Pro 

665 

gtg 2190 
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lie Val Gly Pro Phe His Ala Val Leu Lys Leu Glu Met Asn Tyr Val 

670 675 680 

gtc ggg ggc gtg gtc tec cac cga aat gtt gtc aac gtc cac ate ttc 2238 
Val Gly Gly Val Val Ser His Arg Asn Val Val Asn Val His lie Phe 
685 690 695 

gtc tct gag tac tgg ttc tgagggctgg tctgccgcac ageegcaggt 2286 
Val Ser Glu Tyr Trp Phe 
700 



gcacctccag 


gecaaatcat 


tgctgccagt 


gactgtggtc 


tgtacttgtt 


tataccctca 


2346 


gactttttta 


atgttaggta 


tttgtagcat 


taggecaaca 


tgtattaagc 


tgagecagat 


2406 


gaataagtcc 


atctgatgta 


ttttcggtgt 


ttaaaaaatg 


agcccagttg 


ctcaactgtt 


2 4 66 


tggttgaaaa 


ccttgctcat 


tttttaatgc 


gaaggctaag 


tgtcaccccc 


tttctctgcc 


2526 


tctggctggg 


ecttgetaag 


ggccaaggaa 


agaaagacat 


tttttagggg 


gcagccagtc 


2586 


caaatgecaa 


aagaagacca 


gttcttgccc 


tgattgtatg 


aaatttgaca 


ttttggcact 


2646 


tttttttttt 


ttttggccaa 


tcagattttc 


tatgttctaa 


ggacatggct 


gctgtagaat 


2706 


agcacagacg 


tggatgataa 


attatcccca 


gaagcagcat 


gaeagaatge 


cteggggage 


2766 


acttggaagg 


gaaattgcag 


ttctgttgaa 


atagaggaaa 


atcccttggt 


aaagacacag 


2826 


cctgttaggc 


tcgtgtgggc 


ctccagtatg 


ttcaccaggg 


gaatggctgg 


gatttctegg 


2886 


cactctgcat 


catccatctt 


ttcttatagg 


tgggaaaata 


aacaactttg 


tgatcctcct 


2946 



2947 



<210> 57 

<211> 703 

<212> PRT 

<213> Homo sapiens 

<400> 57 

Met Glu Arg Ala Ala Pro Ser Arg Arg Val Pro Leu Pro Leu Leu Leu 
1 5 10 15 



Leu Gly Gly Leu Ala Leu Leu Ala Ala Gly Val Asp Ala Asp Val Leu 
20 25 30 



Leu Glu Ala Cys Cys Ala Asp Gly His Arg Met Ala Thr His Gin Lys 
35 40 45 
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Asp Cys Ser Leu Pro Tyr Ala Thr Glu Ser Lys Glu Cys Arg Met Val 
50 55 60 



Gin Glu Gin Cys Cys His Ser Gin Leu Glu Glu Leu His Cys Ala Thr 
65 70 75 80 



Gly lie Ser Leu Ala Asn Glu Gin Asp Arg Cys Ala Thr Pro His Gly 

85 90 95 



Asp Asn Ala Ser Leu Glu Ala Thr Phe Val Lys Arg Cys Cys His Cys 
100 105 110 



Cys Leu Leu Gly Arg Ala Ala Gin Ala Gin Gly Gin Ser Cys Glu Tyr 
115 120 125 



Ser Leu Met Val Gly Tyr Gin Cys Gly Gin Val Phe Arg Ala Cys Cys 
130 135 140 



Val Lys Ser Gin Glu Thr Gly Asp Leu Asp Val Gly Gly Leu Gin Glu 
145 150 155 160 



Thr Asp Lys lie lie Glu Val Glu Glu Glu Gin Glu Asp Pro Tyr Leu 

165 170 175 



Asn Asp Arg Cys Arg Gly Gly Gly Pro Cys Lys Gin Gin Cys Arg Asp 
180 185 190 



Thr Gly Asp Glu Val Val Cys Ser Cys Phe Val Gly Tyr Gin Leu Leu 
195 200 205 



Ser Asp Gly Val Ser Cys Glu Asp Val Asn Glu Cys lie Thr Gly Ser 
210 215 220 



His Ser Cys Arg Leu Gly Glu Ser Cys lie Asn Thr Val Gly Ser Phe 
225 230 235 240 



Arg Cys Gin Arg Asp Ser Ser Cys Gly Thr Gly Tyr Glu Leu Thr Glu 

245 250 255 



Asp Asn Ser Cys Lys Asp lie Asp Glu Cys Glu Ser Gly lie His Asn 
260 265 270 



105 



Cys Leu Pro Asp Phe He Cys Gin Asn Thr Leu Gly Ser Phe Arg Cys 
275 280 285 



Arg Pro Lys Leu Gin Cys Lys Ser Gly Phe He Gin Asp Ala Leu Gly 
290 295 300 



Asn Cys He Asp He Asn Glu Cys Leu Ser lie Ser Ala Pro Cys Pro 
305 310 315 320 



He Gly His Thr Cys He Asn Thr Glu Gly Ser Tyr Thr Cys Gin Lys 
325 330 335 



Asn Val Pro Asn Cys Gly Arg Gly Tyr His Leu Asn Glu Glu Gly Thr 
340 345 350 



Arg Cys Val Asp Val Asp Glu Cys Ala Pro Pro Ala Glu Pro Cys Gly 
355 360 365 



Lys Gly His Arg Cys Val Asn Ser Pro Gly Ser Phe Arg Cys Glu Cys 
370 375 380 



Lys Thr Gly Tyr Tyr Phe Asp Gly He Ser Arg Met Cys Val Asp Val 
385 390 395 400 



Asn Glu Cys Gin Arg Tyr Pro Gly Arg Leu Cys Gly His Lys Cys Glu 

405 410 415 



Asn Thr Leu Gly Ser Tyr Leu Cys Ser Cys Ser Val Gly Phe Arg Leu 
420 425 430 



Ser Val Asp Gly Arg Ser Cys Glu Asp He Asn Glu Cys Ser Ser Ser 
435 440 445 



Pro Cys Ser Gin Glu Cys Ala Asn Val Tyr Gly Ser Tyr Gin Cys Tyr 
450 455 460 



Cys Arg Arg Gly Tyr Gin Leu Ser Asp Val Asp Gly Val Thr Cys Glu 
465 470 475 480 



Asp lie Asp Glu Cys Ala Leu Pro Thr Gly Gly His lie Cys Ser Tyr 

485 490 495 
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Arg Cys lie Asn lie Pro Gly Ser Phe Gin Cys Ser Cys Pro Ser Ser 
500 505 510 



Gly Tyr Arg Leu Ala Pro Asn Gly Arg Asn Cys Gin Asp lie Asp Glu 
515 520 525 



Cys Val Thr Gly lie His Asn Cys Ser lie Asn Glu Thr Cys Phe Asn 
530 " 535 540 



lie Gin Gly Gly Phe Arg Cys Leu Ala Phe Glu Cys Pro Glu Asn Tyr 
545 550 555 560 



Arg Arg Ser Ala Ala Thr Leu Gin Gin Glu Lys Thr Asp Thr Val Arg 

565 570 575 



Cys lie Lys Ser Cys Arg Pro Asn Asp Val Thr Cys Val Phe Asp Pro 
58 0 585 590 



Val His Thr lie Ser His Thr Val lie Ser Leu Pro Thr Phe Arg Glu 
595 600 605 



Phe Thr Arg Pro Glu Glu lie lie Phe Leu Arg Ala lie Thr Pro Pro 
610 615 620 



His Pro Ala Ser Gin Ala Asn lie lie Phe Asp lie Thr Glu Gly Asn 
625 630 635 640 



Leu Arg Asp Ser Phe Asp lie lie Lys Arg Tyr Met Asp Gly Met Thr 

645 650 655 



Val Gly Val Val Arg Gin Val Arg Pro lie Val Gly Pro Phe His Ala 
660 665 670 



Val Leu Lys Leu Glu Met Asn Tyr Val Val Gly Gly Val Val Ser His 
675 680 685 



Arg Asn Val Val Asn Val His lie Phe Val Ser Glu Tyr Trp Phe 
690 695 700 



<210> 58 



107 



<211> 979 
<212> DNA 
<213> Mus musculus 



<220> 

<221> CDS 

<222> (98) . . (745) 

<223> SF13, cDNA: NM_011149, Protein: NP_035279 
<400> 58 

cccgggtcca ccccacgcct gggcggccac gcgcacgctg cgcgtccaca cccttttccg 60 

gtccgggctg cccgaccgct cttgctgctg ccggtgg atg ctg cgc etc teg gag 115 

Met Leu Arg Leu Ser Glu 
1 5 

cgc aat atg aag gtg etc ttc gec gec gec etc ate gtg ggc tec gtc 163 
Arg Asn Met Lys Val Leu Phe Ala Ala Ala Leu lie Val Gly Ser Val 
10 15 20 

gtc ttc ctt ttg ctg ccc gga ccc tec gtg gec aac gat aag aag aag 211 
Val Phe Leu Leu Leu Pro Gly Pro Ser Val Ala Asn Asp Lys Lys Lys 
25 30 35 

gga cct aaa gtc aca gtc aag gta tac ttt gat tta caa att gga gat 259 
Gly Pro Lys Val Thr Val Lys Val Tyr Phe Asp Leu Gin lie Gly Asp 
40 45 50 

gaa tct gta gga cga gtc gtc ttt gga etc ttt gga aag act gtt cca 307 
Glu Ser Val Gly Arg Val Val Phe Gly Leu Phe Gly Lys Thr Val Pro 
55 ^ 60 65 70 

aaa aca gtg gat aat ttt gta gee tta get aca gga gag aaa gga ttt 355 
Lys Thr Val Asp Asn Phe Val Ala Leu Ala Thr Gly Glu Lys Gly Phe 
75 80 85 

ggc tac aaa aac age aag ttc cat cgt gtc ate aag gac ttc atg ate 403 
Gly Tyr Lys Asn Ser Lys Phe His Arg Val lie Lys Asp Phe Met lie 
90 95 100 

cag ggt gga gac ttc ace agg gga gat ggc aca gga gga aag age ate 451 
Gin Gly Gly Asp Phe Thr Arg Gly Asp Gly Thr Gly Gly Lys Ser lie 
105 110 115 

tat ggt gag cgc ttc cca gat gag aac ttc aag ctg aag cac tac ggg 499 
Tyr Gly Glu Arg Phe Pro Asp Glu Asn Phe Lys Leu Lys His Tyr Gly 
120 125 130 

cct ggc tgg gtg age atg gec aat gca ggc aaa gac acc aat ggc tea 547 
Pro Gly Trp Val Ser Met Ala Asn Ala Gly Lys Asp Thr Asn Gly Ser 
135 " 140 145 150 

cag ttc ttc ata acc aca gtc aag acc tec tgg ctg gat ggc aag cat 595 
Gin Phe Phe lie Thr Thr Val Lys Thr Ser Trp Leu Asp Gly Lys His 
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155 



160 



165 



gtg gtt ttc ggc aaa gtt eta gag ggc atg gat gtg gta egg aag gtg 643 
Val Val Phe Gly Lys Val Leu Glu Gly Met Asp Val Val Arg Lys Val 
170 ^ 175 180 

gag age ace aag aca gac age egg gac aag cca ctg aag gat gtc ate 691 
Glu Ser Thr Lys Thr Asp Ser Arg Asp Lys Pro Leu Lys Asp Val lie 
185 190 195 

att gtc gac tec ggc aag ate gaa gtg gag aaa ccc ttc gee att gee 739 
lie Val Asp Ser Gly Lys lie Glu Val Glu Lys Pro Phe Ala lie Ala 
200 205 210 

aag gag tagagagect gggggacctc atccctctaa gcagctgtct gtgtgggtcc 795 

Lys Glu 

215 

tgtcaatccc cacacagacg aaggtageca gtcacaaggt tctgtgccac cctggcccta 855 

gtgettccat ctgatggggt gaccacaccc ctcacattcc acaggectga tttttataaa 915 

aaactaccaa tgctgatcaa taaagtgggt tttttttata gcttgaaaaa aaaaaaaaaa 975 

979 



aaaa 




<210> 


59 


<211> 


216 


<212> 


PRT 


<213> 


Mus 


<400> 


59 



Met Leu Arg Leu Ser Glu Arg Asn Met Lys Val Leu Phe Ala Ala Ala 
1 5 10 15 



Leu lie Val Gly Ser Val Val Phe Leu Leu Leu Pro Gly Pro Ser Val 
20 25 30 



Ala Asn Asp Lys Lys Lys Gly Pro Lys Val Thr Val Lys Val Tyr Phe 
35 40 45 



Asp Leu Gin lie Gly Asp Glu Ser Val Gly Arg Val Val Phe Gly Leu 
50 55 60 



Phe Gly Lys Thr Val Pro Lys Thr Val Asp Asn Phe Val Ala Leu Ala 
65 70 75 80 



Thr Gly Glu Lys Gly Phe Gly Tyr Lys Asn Ser Lys Phe His Arg Val 
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85 



lie Lys Asp Phe Met lie Gin Gly Gly Asp Phe Thr Arg Gly Asp Gly 
100 105 110 



Thr Gly Gly Lys Ser lie Tyr Gly Glu Arg Phe Pro Asp Glu Asn Phe 
115 " 120 125 



Lys Leu Lys His Tyr Gly Pro Gly Trp Val Ser Met Ala Asn Ala Gly 
130 135 140 



Lys Asp Thr Asn Gly Ser Gin Phe Phe lie Thr Thr Val Lys Thr Ser 
145 ^ 150 155 160 



Trp Leu Asp Gly Lys His Val Val Phe Gly Lys Val Leu Glu Gly Met 
165 170 175 



Asp Val Val Arg Lys Val Glu Ser Thr Lys Thr Asp Ser Arg Asp Lys 
180 185 190 



Pro Leu Lys Asp Val lie lie Val Asp Ser Gly Lys lie Glu Val Glu 
195 200 205 



Lys Pro Phe Ala lie Ala Lys Glu 
210 215 



<210> 60 

<211> 1045 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (170) . . (817) 

<223> SF13, cDNA: NM_000942, Protein: NP_000933 
<400> 60 

actatccggc gccgagccgg aggggggaaa cggcgcccgc cgcccgcccg gagcccgcga 60 

gcaaccccag tcccccccac ccgcgcgtgg cggcgccggc tccctagcca ccgcggcccc 120 

accctcttcc ggcctcagct gtccgggctg ctttcgcctc cgcctgtgg atg ctg cgc 178 

Met Leu Arg 
1 
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etc tec gaa cgc aac atg aag gtg etc ctt gec gee gec etc ate gcg 
Leu Ser Glu Arg Asn Met Lys Val Leu Leu Ala Ala Ala Leu lie Ala 
5 10 15 

ggg tec gtc ttc ttc ctg ctg ctg ccg gga cct tct gcg gec gat gag 
Gly Ser Val Phe Phe Leu Leu Leu Pro Gly Pro Ser Ala Ala Asp Glu 
20 25 30 35 

aag aag aag ggg ccc aaa gtc ace gtc aag gtg tat ttt gac eta cga 
Lys Lys Lys Gly Pro Lys Val Thr Val Lys Val Tyr Phe Asp Leu Arg 
4 0 4 5 50 

att gga gat gaa gat gta ggc egg gtg ate ttt ggt etc ttc gga aag 
He Gly Asp Glu Asp Val Gly Arg Val He Phe Gly Leu Phe Gly Lys 
55 60 65 

act gtt cca aaa aca gtg gat aat ttt gtg gec tta get aca gga gag 
Thr Val Pro Lys Thr Val Asp Asn Phe Val Ala Leu Ala Thr Gly Glu 
70 75 80 

aaa gga ttt ggc tac aaa aac age aaa ttc cat cgt gta ate aag gac 
Lys Gly Phe Gly Tyr Lys Asn Ser Lys Phe His Arg Val He Lys Asp 
8 5 90 95 

ttc atg ate cag ggc gga gac ttc ace agg gga gat ggc aca gga gga 
Phe Met He Gin Gly Gly Asp Phe Thr Arg Gly Asp Gly Thr Gly Gly 
100 105 110 115 

aag age ate tac ggt gag cgc ttc ccc gat gag aac ttc aaa ctg aag 
Lys Ser lie Tyr Gly Glu Arg Phe Pro Asp Glu Asn Phe Lys Leu Lys 
120 125 130 

cac tac ggg cct ggc tgg gtg age atg gec aac gca ggc aaa gac ace 
His Tyr Gly Pro Gly Trp Val Ser Met Ala Asn Ala Gly Lys Asp Thr 
135 140 145 

aac ggc tec cag ttc ttc ate acg aca gtc aag aca gee tgg eta gat 
Asn Gly Ser Gin Phe Phe He Thr Thr Val Lys Thr Ala Trp Leu Asp 
150 155 160 

ggc aag cat gtg gtg ttt ggc aaa gtt eta gag ggc atg gag gtg gtg 
Gly Lys His Val Val Phe Gly Lys Val Leu Glu Gly Met Glu Val Val 
165 170 175 

egg aag gtg gag age acc aag aca gac age egg gat aaa ccc ctg aag 
Arg Lys Val Glu Ser Thr Lys Thr Asp Ser Arg Asp Lys Pro Leu Lys 
180 185 190 195 

gat gtg ate ate gca gac tgc ggc aag ate gag gtg gag aag ccc ttt 
Asp Val He He Ala Asp Cys Gly Lys lie Glu Val Glu Lys Pro Phe 

200 205 210 

gee ate gec aag gag tagggcacag ggacatcttt ctttgagtga ccgtctgtgc 
Ala lie Ala Lys Glu 
215 
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aggccctgta gtccgccaca gggctctgag ctgcactggc cccggtgctg gcatctggtg 917 

gagcggaccc actcccctca cattccacag gcccatggac tcacttttgt aacaaactcc 977 

taccaacact gaccaataaa aaaaaatgtg ggtttttttt tttttaatat aaaaaaaaaa 1037 

aaaaaaaa 1045 



<210> 61 

<211> 216 

<212> PRT 

<213> Homo sapiens 

<400> 61 

Met Leu Arg Leu Ser Glu Arg Asn Met Lys Val Leu Leu Ala Ala Ala 
1 5 10 15 



Leu lie Ala Gly Ser Val Phe Phe Leu Leu Leu Pro Gly Pro Ser Ala 
20 25 30 



Ala Asp Glu Lys Lys Lys Gly Pro Lys Val Thr Val Lys Val Tyr Phe 
35 40 45 



Asp Leu Arg lie Gly Asp Glu Asp Val Gly Arg Val lie Phe Gly Leu 
50 55 60 



Phe Gly Lys Thr Val Pro Lys Thr Val Asp Asn Phe Val Ala Leu Ala 
65 ^ " 70 75 80 



Thr Gly Glu Lys Gly Phe Gly Tyr Lys Asn Ser Lys Phe His Arg Val 
8 5 90 95 



lie Lys Asp Phe Met lie Gin Gly Gly Asp Phe Thr Arg Gly Asp Gly 
100 105 110 



Thr Gly Gly Lys Ser lie Tyr Gly Glu Arg Phe Pro Asp Glu Asn Phe 
115 120 125 



Lys Leu Lys His Tyr Gly Pro Gly Trp Val Ser Met Ala Asn Ala Gly 
130 135 140 



Lys Asp Thr Asn Gly Ser Gin Phe Phe lie Thr Thr Val Lys Thr Ala 
145 150 155 160 
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Trp Leu Asp Gly Lys His Val Val Phe Gly Lys Val Leu Glu Gly Met 

165 170 175 



Glu Val Val Arg Lys Val Glu Ser Thr Lys Thr Asp Ser Arg Asp Lys 
180 185 190 

Pro Leu Lys Asp Val lie lie Ala Asp Cys Gly Lys lie Glu Val Glu 
195 200 205 

Lys Pro Phe Ala lie Ala Lys Glu 
210 215 
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